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Perfectly healthy: a full canopy of normally developed leaves on the end 




Healthy: leaves mostly on ends of fine branchlets. Canopy may be 
slightly thin with some fine branchlets dead. 
2 
 
Stressed: leaves distributed along fine branches. Some dead fine 
branches in the upper canopy. May have dead medium branches in the 
lower canopy; or a crown of normally developed shoots on 
medium/large branches (representing recovery from category 3 or 4). 
3 
 
Highly stressed; many dead fine branches, some dead medium branches. 
Sparse crown of normally developed shoots, or moderately full crown 
mostly comprising epicormic shoots, on medium branches; or a 
moderately full crown of normally developed shoots of large branches 
(representing recovery from category 4). 
4 
 
Severely stressed; medium branches mostly dead. Crown may comprise 
clumps of epicormic shoots on the large branches and bole. 
5 
 







Table A1.2 Crown condition scoring system from Appendix 2 of Stone, Wardlaw et al. (2003a). 
Crown size and shape The overall degree of dieback - present extent of living foliage 
compared to the estimated amount that would have been 
presented by the original, unaffected crown. 
5 - large, vigorous Well balanced, fully-extended crown, shaped by large 
branches containing a healthy 'hierarchy' of smaller branches 
supporting foliage. 
3 - moderate Moderately-contracted contracted crown, non-uniform in 
shape with foliage unevenly distributed. Approximately half 
the outer, smaller branches dead or missing. 
1 - contracted Crown contracted, all outer branches dead or missing, foliage 
on only major branches or stem arising form epicormic 
growth. 
Crown foliar density Inverse to crown transparency. 
5 - very dense Very dense leaf clumps with even distribution of clumps over 
the crown. Very little light penetrating the leaf clumps. 
4 - dense Dense leaf clumps distributed unevenly over the crown. 
3 - moderate Clumps of average density with reasonable distribution or 
dense clumps very unevenly spread. 
2 - sparse Clumps are sparse and poorly spread. 
1 - very sparse Very few leaves anywhere on the crown. 
Dead branches   
5 - nil No visible dead branches or branchlets/shoots in the crown. 
4 - dead terminal shoots On close inspection some dead terminal branches are evident 
but not over the entire crown. 
3 - dead small branches Some small branches are dead but not over the entire crown. 
These are easily observed but do not give the impression of 
seriously affecting the crown. 
2 - dead main branches 
 
1 - dead main branches 
Some large and/or small branches dead over part of the crown 
with the obvious impression of serious branch dead. 
Large and small branches dead over most of the crown which 
is obviously dying 
Crown epicormic growth   
5 - nil Limbs clean, growth concentrated at the branch extremities. 
3 - moderate Moderate amount of epicormic growth is present over most of 
the crown but foliage from primary shoots still present. 












Foliar damage   
5 - low No insect or fungal damage visible in the crown from the 
ground, no reddish/purple or brown discolouration present 
or only a small amount on old foliage. 
3 - moderate Obvious reddish/purple or brown discolouration on some 
of the foliage, insect or fungal damage may be visible form 
the ground. 
1 - high Insect or fungal damage severe enough to be visible from 
the ground, foliage may have a 'tatty' appearance. Crown 




Appendix 2 Photographs of E. delegatensis tree crowns.  
Crown condition scores measured by primary crown dieback (PCD), crown size and shape (SS), crown 
density (density of foliage) (FD), and the additive standardised score of the four Stone, Wardlaw et 
al. (2003a) parameters; crown size and shape, foliage density, dead branches, and amount of 
epicormic growth (T1), are shown above each photo. Highest values indlicate the best health. 
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Appendix 3 DNA extraction from soil using PowerSoil DNA Isolation Kit (MoBio, 
Promega, Madison, USA). 
0.25 g of soil was added to the PowerBead tubes provided and vortexed to mix. 60 µL of 
Solution C1 (containing SDS and other disruption agents required for cell lysis) was added to 
the tubes and tubes were inverted several times to mix. PowerBead tubes were vortexed 
for 10 minutes and then centrifuged at 13 200 rpm for 30 seconds at room temperature. 
The supernatant from each of the tubes was then transferred to a clean 2 mL tube and  250 
µL of Solution C2 (allows precipitation of non-DNA organic and inorganic material) was 
added. Tubes were centrifuged for 5 seconds at 13 200 rpm and then incubated on ice at 4 
°C for 5 minutes. After incubation, tubes were centrifuged at 13 200 rpm for 1 minute. 600 
µL of supernatant was then transferred to a clean 2 mL tube. 200 µL of Solution C3 (allows 
precipitation of non-DNA organic and inorganic material) was added to each of the tubes 
and tubes were vortexed briefly. 1.2 mL of Solution C4 (a concentrated salt solution which 
allows binding of DNA to the Spin Filters) was added to the supernatant and tubes were 
vortexed for 5 seconds. 675 µL of the sample solution was then added to a Spin Filter tube 
and centrifuged at 13 200 rpm for 1 minute at room temperature. This was repeated until 
all the supernatant was loaded through the spin filter. 500 µL of Solution C5 (an ethanol 
based wash solution) was added to the spin filter and centrifuged at room temperature for 
30 seconds at 13 200 rpm. Flow through was discarded and tubes were centrifuged for 1 
minute at 13 200 rpm. The spin filter was then placed into a clean 2 mL tube and 100 µL of 
Solution C6 was added to the centre of the filter membrane. Tubes were centrifuged at 
room temperature for 30 seconds at 13 200 rpm after which spin filters were discarded.  




Appendix 4 Soil DNA amplification by PCR. 
A4.1 Soil DNA PCR 
PCR reactions contained 1 X NH4 reaction buffer (Bioline, London, UK), 2 mM magnesium 
chloride (MgCl2)(Fisher Biotec, Wembley, Australia), 0.2 mg/mL bovine serum albumin 
(BSA) (Fisher Biotec, Wembley, Australia), 200 µM deoxynucleotide triphosphate (dNTP) 
(Bioline, London, UK), 0.25 µM ITS1-F and 0.25 µM ITS4 (Geneworks, Adelaide, Australia), 
0.04 U/µL of MangoTaq DNA Polymerase (Bioline, London, UK) and 5 µL of DNA. Final 
volume was adjusted to 50 µL with purified water (‘water for injection’ AstraZeneca, 
London, UK). 
A4.2 Clone DNA PCR 
PCR reactions contained 4 µL of clone DNA, 1 X NH4 reaction buffer (Bioline, Alexandria, 
Australia), 2 mM MgCl2 (Promega, Madison, USA) 0.2 mg/mL BSA (Fisher Biotec, Wembley, 
Australia), 200 µM dNPT (Bioline, Alexandria, Australia), 0.25 µM of each ITS1-F (Genworks, 
Adelaide, Australia) and ITS4 (Genworks, Adelaide, Australia), 0.02 U/µL of BioTaq DNA 
Polymerase (Bioline, Alexandria, Australia), and was adjusted to a final volume of 50 µL with 
purified water (‘water for injection’ AstraZeneca, London, UK). 
A4.3 Incubation cycles 
The thermocycler program consisted of: 95 °C for 2 minutes, then 35 cycles of 95 °C for 30 
seconds, 55 °C for 30 seconds and 72 °C for 30 seconds, with a final extension at 72 °C for 7 
minutes then cooled to 14 °C for 1 minute. Thermocycling was carried out using either an 




Appendix 5 PCR product purification and concentration. 
A5.1 PCR product purification 
Excess primers, unincorporated dNTPs and proteins were removed from PCR products 
before cloning using the UltraClean PCR Clean-up DNA Purification Kit (MoBio, Carlsbad, 
California, USA). To each 200 µL sample 1000 µL of SpinBind (a chaotropic salt solution) was 
added and mixed by pipetting before transfer to a spin filter unit and centrifugation for 30 
seconds at 14 000 rpm. The spin filter was removed from the tube and the liquid flow-
through was discarded by decanting. The spin filter was replaced back into the same tube. 
300 µL of SpinClean buffer (a wash solution) was added to each tube. Tubes were 
centrifuged for 30 seconds at maximum speed. The spin filters were removed from the 
tubes and the liquid flow-through was decanted. The spin filters were replaced back into 
the same samples tubes and centrifuged again for 30 seconds at 14 00 rpm. The spin filter 
was then transferred to a clean 1.5 mL tube and 50 µL of elution buffer (10 mM Tris) 
solution was added directly onto the spin filter membrane. Tubes were centrifuged for 60 
seconds at 14 000 rpm. The spin filters were then removed from the tubes and discarded.  
A5.2 PCR product concentration 
Purified PCR product was precipitated by adding 2 µL of 5 M NaCl to each tube, vortexing 
for a few seconds before addition of 100 µL of 100% cold ethanol and tubes vortexed again 
for a few seconds. Sample tubes were left on ice for 20 minutes and were then centrifuged 
at 13 200 rpm for 5 minutes after which all liquid was decanted. Samples tubes were 
inverted onto paper towel in a laminar flow cabinet to dry. Once dry, the pellet was 





Appendix 6 Ligation and transformation using the pGEM-T Vector Kit (Promega, 
Madison, USA). 
A6.1 Ligations 
For each ligation reaction, 5 µL of 2 x rapid ligation buffer, 1 µL of T4 DNA  ligase, 1 µL of 
50 ng/µL pGEM-T Easy Vector (Promega, Madison, USA) and 3 µL of PCR product were 
added to a sterile 1.5 mL tube. For the positive control ligation reaction, 2 µL of Control 
Insert DNA (provided in the kit) and 1 µL of sterile H2O were added instead of PCR product. 
For the negative control 3 µL of H2O was added instead of PCR product. Reactions were 
mixed by pipetting and incubated at 4°C overnight, or until transformations were carried 
out. 
A6.2 Transformations 
Transformation reactions were performed in sterile 1.5 mL tubes. To each tube, 2 µL of 
ligation reaction and 25 µL of JM109 High Efficiency Competent Cells (Promega, Madison, 
USA) were added. For the transformation positive control 2 µL of uncut plasmid (Promega, 
Madison, USA) were added instead of ligation reaction. Tubes were incubated on ice for 20 
minutes then heat shocked for 50 seconds at 45 °C and immediately returned to ice for 2 
minutes. To each tube 950 µL of room temperature SOC medium (see Appendix 3 for 
recipe) was added. Tubes were shaken at 150 rpm for 1.5 hours at 37 °C before aliquots 
were plated onto LB medium with ampicillin, X-gal and IPTG. Plates were incubated at 27 °C 





Appendix 7 Recipes and preparation of laboratory reagents. 
A7.1 1 M Tris-HCl (Sambrook, Fritsch et al. 1989) 
• 60.55 g of Tris base (Sigma-Aldrich Pty Ltd, Castle Hill, NSW) was dissolved in 400 
mL of ‘water for irrigation’ (Baxter Healthcare, Toongabbie, Australia), on the heat 
stirrer 
• pH was adjusted to the desired value by adding concentrated HCl 
• volume was made up to 500 mL and final adjustment for pH made 
• solution was dispensed into a bleached bottle and sterilised by autoclaving. 
A7.2 0.5 M EDTA (Sambrook, Fritsch et al. 1989) 
• 186.1 g of Na2EDTA (Merck Chemicals Australia, Kilsyth, Victoria) was dissolved in 
800 mL ‘water for irrigation’ (Baxter Healthcare, Toongabbie, Australia) 
• the solution was stirred vigorously on magnetic stirrer (the heater was not used) 
• pH was adjusted to 8.0 by adding ∼20 g NaOH (ChemSupply, Gillman, South 
Australia) little by little until the desired pH was reached (EDTA will not dissolve 
into solution until pH is adjusted to 8.0) 
• volume was adjusted to 1 L with ‘water for irrigation’ (Baxter Healthcare, 
Toongabbie, Australia) 
• solution was dispensed into a bleached bottle and sterilised by autoclaving. 
A7.3 5 M NaCl (Sambrook, Fritsch et al. 1989) 
• 146 g of NaCl (BDH, Kilsyth, Victoria, Australia) was dissolved into 400 mL of ‘water 
for irrigation’ (Baxter Healthcare, Toongabbie, Australia) 
• volume was adjusted to 500 mL  
• solution was dispensed into a bleached bottle and sterilised by autoclaving. 
A7.4 10% SDS (Sambrook, Fritsch et al. 1989) 
• 50 g of sodium lauryl sulphate (SDS) (BDH, Poole, England) was dissolved into 400 
mL of ‘water for irrigation’ (Baxter Healthcare, Toongabbie, Australia) 
•  volume was adjusted to 500 mL 
• solution was dispensed into a bleached bottle. 
A7.5 50X TAE (Sambrook, Fritsch et al. 1989) 
• 242 g of Tris base (Sigma-Aldrich Pty Ltd, Castle Hill, NSW) was dissolved into 700 
mL milliQ water 
• 57.1 mL glacial acetic acid was added 
• 100 mL 0.5 M EDTA pH 8.0 was added 
• Volume was adjusted to 1 L with milliQ water 




A7.6 Extraction buffer (Raeder and Broda 1985) 
• 200 mL of 1 M Tris HCl pH 8.5 
• 50 mL of 5 M NaCl 
• 50 mL of 0.5 M EDTA 
• 50 mL of 10 % SDS, and  
• 650 mL of ‘water for irrigation’ (Baxter Healthcare, Toongabbie, Australia) 
were dispensed into a bleached bottle. The solution was stored at room temperature. If 
SDS precipitated, the solution was briefly warmed in a water-bath.  
A7.7 Wash solution (Sambrook, Fritsch et al. 1989) 
• 10 mL 1 M Tris HCl pH 8.5 
• 2 mL 1 mM EDTA 
• 20 mL 100 mM NaCl 
• 500 mL 50 % EtOH, and  
• 468 mL of ‘water for irrigation’ (Baxter Healthcare, Toongabbie, Australia) 
were dsipensed into a bleached bottle. Solution was stored at room temperature. 
A7.8 NaI solution (Sambrook, Fritsch et al. 1989) 
• 100 g of NaI (BDH, Poole, England) was dissolved in 80 mL ‘water for irrigation’ 
(Baxter Healthcare, Toongabbie, Australia 
• 1.5 g sodium sulphite (Standard Laboratories, Melbourne, Australia) was added 
• solution was filtered through a Whatman No. 1 filter 
• volume was adjusted to 100 mL 
• solution was stored at 4 
o
C in a bleached opaque bottle or wrapped clear bottle  
• if the solution turned yellow a little more sodium sulphite was added. 
A7.9 Glass milk (Boyle and Lew, 1995) 
• 10 g of silica (Sigma-Aldrich Pty Ltd, Castle Hill, NSW) was mixed with 100 mL of 
phosphate buffer saline (PBS) and was allowed to settle for 2 h 
•  supernatant was removed and the pellet was again mixed with 100 mL PBS and left 
to settle for 2 h 
• the solution was centrifuged at 2000 g for 2 minutes 
• the silica pellet was re-suspended in 3 M NaI at 100 mg/mL 











A7.10 Phosphate Buffered Saline (Sambrook, Fritsch et al. 1989) 
• 80 g of NaCl (BDH, Poole, England), 2 g KCl (Biolabs Australia, Clayton, Victoria), 
14.4 g of Na2HPO4 (Merck Chemicals Australia, Kilsyth, Victoria), and 2.4 g of KH2PO4 
(BDH, Poole, England) were dissolved in 800 mL of ‘water for irrigation’ (Baxter 
Healthcare, Toongabbie, Australia) 
• pH was adjusted to 7.4 by adding HCl 
•  volume was adjusted to 1 L with ‘water for irrigation’ (Baxter Healthcare, 
Toongabbie, Australia) 
• buffer was sterilised by autoclaving. 
A7.11 TE buffer (Sambrook, Fritsch et al. 1989) 
• 5 mL of 1 M Tris HCL pH 8.5 
• 1 mL of 500 mM EDTA, and 
• 496 mL of ‘water for irrigation’ (Baxter Healthcare, Toongabbie, Australia) 
were dispensed into a bleached bottle. Solution was stored at room temperature. 
A7.12 1% LB Medium with ampicillin (Sambrook, Fritsch et al. 1989) 
• 10 g of tryptone  (Oxoid, Basingstoke, England), 5 g of yeast extract (Difco, Detroit, 
MI, USA), 5 g of NaCl (BDH Chemicals Australia, Kilsyth, Victoria) and 10 g of agar 
(Gelita, Beaudesert, Queensland), were dissolved in distilled water to a final volume 
of 1 L 
• pH was adjusted to 7.0 by adding NaOH (ChemSupply, Gillman, South Australia) 
• medium was sterlised by autoclaving 
• immediately prior to pouring into the petri plate, 2 mL of 50 mg/mL ampicillin was 
added. 
A7.13 SOC Medium (Promega, 2009) 
• 20 g of tryptone (Oxoid, Basingstoke, England), 5  g of yeast extract (Difco, Detroit, 
MI, USA), and 0.58 g NaCl (BDH Chemicals Australia, Kilsyth, Victoria) were 
dissolved in 950 mL of deionized water and  
• 10 mL of 250 mM KCl (1.86 g KCl (Biolabs Australia, Clayton, Victoria) dissolved in 
100 mL deionized water) was added 
• pH was adjusted to 7.0 by adding NaOH (ChemSupply, Gillman, South Australia) 
• volume was adjusted to 980 mL with deionized water 
• bottle was sterilised by autoclaving. 
Before use: 
• 10 mL of sterile 2 M Mg
2+
 stock (20.33 g MgCl2·6H2O (BDH Chemicals, Poole, 
England) and 24.65g MgSO4·7H2O (Merck, Kilsyth, Victoria) dissolved in 90 mL 
deionized H20, volume adjusted to 100mL and solution filter-sterilised) was added 
• 10 mL sterile 2 M glucose (Ajax Chemicals, Melbourne, Victoria) was dissolved in 
90mL of deionized H20. Volume was adjusted to 100 mL after the sugar had 





A7.14 0.1 M IPTG (Promega 2009) 
• 1. 2 g of IPTG (Bioline, London, UK) was dissolved in 45 mL of distilled water 
• volume was adjusted to 50 mL and the solution filter-sterilised. 
A7.15 10 % Gycerol  (Sambrook, Fritsch et al. 1989) 
10 mL of molecular biology grade glycerol (BDH Chemicals Australia, Kilsyth, Victoria) was 
diluted in 90 mL of sterile water and sterilised by autoclaving. 
A7.16 Bromophenol Blue Loading Buffer (Sambrook, Fritsch et al. 1989) 
0.25 g of bromophenol blue (Bio-Rad Laboratories, Richmond, CA, USA) was dissolved in 1 
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Appendix 8 Examples of PCR- RFLP profiles of the soil samples. 
Agarose gels were stained with 1 µg/mL ethidium bromide (MoBio Laboratories, Carlsbad, 
California) and photographed with a Vilber Lourmat camera (Cedex, France) under UV light.  
Each well contains a single sample of DNA cloned and amplified from one of the nine soil 
samples, which was cleaved using the restriction enzymes Alu1 or Taq1 (Table A9.1).  
Table A8.1. Summary of soil samples corresponding transformation reactions and number of clones 
analysed by PCR-RFLP. Agarose gels of PCR-RFLP digests are shown, below, for clones in shaded 
rows. 
Soil samples Transformation  No. of clones 
Five soil cores from plot N1 L0903 (Pooled PCR products 
from 5 soil samples) 
38 
Five soil cores from plot N7 L0904 (Pooled PCR products 
from 5 soil samples) 
37 
Five soil cores from plot N50 L0905 (Pooled PCR products 
from 5 soil samples) 
38 
Five soil cores from plot S1 L0957 (Pooled PCR products 
from 5 soil samples) 
48 
Five soil cores from plot S7 L0906 (Pooled PCR products 
from 5 soil samples) 
28 
Five soil cores from plot S50 L0954 (Pooled PCR products 
from 5 soil samples) 
48 
Five soil cores from plot E1 L0956 (Pooled PCR products 
from 5 soil samples) 
47 
Five soil cores from plot E7 L0953 (Pooled PCR products 
from 5 soil samples) 
47 
Five soil cores from plot E50 L0955 (Pooled PCR products 









Figure A8.1 PCR-RFLP digestion of clone inserts from Sample N1, digested with AluI 
(Promega, Madison, USA). Lanes contain: M, molecular size marker pUC-H2 (Fisher Biotech, 
Wembley, Australia), showing fragments of 501/489, 404, 331, 242, 190 and 147; 1 p0903-
1-3*; 2 p0903-1-5*; 3 p0903-1-7; 4 p903-1-8; 5 p0903-1-9; 6 p0903-1-12*; 7 p0903-1-13; 8 
p0903-1-18; 9 p0903-1-20*; 10 p0903-2-1; 11 p0903-2-2*; 12 p0903-2-3*;13 p0903-2-6;14 
p0903-2-9;15 p0903-2-11*;16 p0903-2-13; 17 p09032-16; 18 p0903-2-17; 19 p0903-2-26*; 
20 p0903-2-3-1*; 21 p0903-3-3; 22 p0903-3-4; 23 p0903-3-5; 24 p0903-3-6*; 25 p0903-3-8; 
26 p0903-3-10; 27 p0903-3-14*; 28 p0903-3-16*; 29 p09033-19*; 30 p0903-3-22*; 31 
p0903-3-23; 32 p0903-3-24; 33 p0903-3-28*; 34 p0903-3-29; 35 p0903-3-31; 36 p0903-3-
32*; 37 p0903-3-33*; 38 p0903-1-6*.  








Figure A8.2. PCR-RFLP digestion of clone inserts from Sample N1, digested with Taq1 
(Promega, Madison, USA). Lanes contain: M, molecular size marker pUC-H2 (Fisher Biotech, 
Wembley, Australia), showing fragments of 501/489, 404, 331, 242, 190 and 147; 1 p0903-
1-3*; 2 p0903-1-5*; 3 p0903-1-7; 4 p903-1-8; 5 p0903-1-9; 6 p0903-1-12*; 7 p0903-1-13; 8 
p0903-1-18; 9 p0903-1-20*; 10 p0903-2-1; 11 p0903-2-2*; 12 p0903-2-3*;13 p0903-2-6;14 
p0903-2-9;15 p0903-2-11*;16 p0903-2-13; 17 p09032-16; 18 p0903-2-17; 19 p0903-2-26*; 
20 p0903-2-3-1*; 21 p0903-3-3; 22 p0903-3-4; 23 p0903-3-5; 24 p0903-3-6*; 25 p0903-3-8; 
26 p0903-3-10; 27 p0903-3-14*; 28 p0903-3-16*; 29 p09033-19*; 30 p0903-3-22*; 31 
p0903-3-23; 32 p0903-3-24; 33 p0903-3-28*; 34 p0903-3-29; 35 p0903-3-31; 36 p0903-3-
32*; 37 p0903-3-33*; 38 empty; 39 p0903-1-6*.  










Figure A8.3 PCR-RFLP digestion of clone inserts from Sample S1, digested with AluI. Lanes 
contain: M, molecular size marker pUC-H2, showing fragments of 501/489, 404, 331, 242, 
190 and 147; 1 p0957-1-16; 2 p0957-2-4; 3 p0957-1-11*; 4 p0957-2-9*; 5 p0957-1-9; 6 
p0957-2-2; 7 p0957-1-5; 8 p0957-1-30; 9 p0957-1-4*; 10 p0957-1-25*; 11 p0957-1-3*; 12 
p0957-1-20*; 13 p0957-1-2*; 14 p0957-1-19*; 15 p0957-1-1*; 16 p0957-1-17*; 17 p0957-1-
16; 18 p0957-2-22; 19 p0957-2-23*; 20 p0957-2-27*; 21 p0957-2-28*; 22 p0957-2-29*; 23 
p0957-2-30*; 24 p0957-2-3;3 25 p0957-3-19*; 26 p0957-4-1; 27 p0957-3-15; 28 p0957-3-
32; 29 p0957-3-12; 30 p0957-3-31*; 31 p0957-3-11*; 32 p0957-3-30; 33 p0957-3-8*; 34 
p0957-3-29; 35 p0957-3-6; 36 p0957-3-26*; 37 p0957-3-3; 38 p0957-3-25; 39 p0957-3-2; 40 
p0957-3-20; 41 p0957-4-4; 42 p0957-4-6; 43 p0957-4-7*; 44 p0957-4-8; 45 p0957-4-9; 46 
p0957-4-10*; 47 p0957-4-11; 48 p0957-4-15.  
 








Figure A8.4 PCR-RFLP digestion of clone inserts from Sample S1, digested with TaqI. Lanes 
contain: M, molecular size marker pUC-H2, showing fragments of 501/489, 404, 331, 242, 
190 and 147; 1 p0957-1-16; 2 p0957-2-4; 3 p0957-1-11*; 4 p0957-2-9*; 5 p0957-1-9; 6 
p0957-2-2; 7 p0957-1-5; 8 p0957-1-30; 9 p0957-1-4*; 10 p0957-1-25*; 11 p0957-1-3*; 12 
p0957-1-20*; 13 p0957-1-2*; 14 p0957-1-19*; 15 p0957-1-1*; 16 p0957-1-17*; 17 p0957-1-
16; 18 p0957-2-22; 19 p0957-2-23*; 20 p0957-2-27*; 21 p0957-2-28*; 22 p0957-2-29*; 23 
p0957-2-30*; 24 p0957-2-3;3 25 p0957-3-19*; 26 p0957-4-1; 27 p0957-3-15; 28 p0957-3-
32; 29 p0957-3-12; 30 p0957-3-31*; 31 p0957-3-11*; 32 p0957-3-30; 33 p0957-3-8*; 34 
p0957-3-29; 35 p0957-3-6; 36 p0957-3-26*; 37 p0957-3-3; 38 p0957-3-25; 39 p0957-3-2; 40 
p0957-3-20; 41 p0957-4-4; 42 p0957-4-6; 43 p0957-4-7*; 44 p0957-4-8; 45 p0957-4-9; 46 
p0957-4-10*; 47 p0957-4-11; 48 p0957-4-15.  









Figure A8.5 PCR-RFLP digestion of clone inserts from Sample S50, digested with AluI 
(Promega, Madison, USA). Lanes contain: M, molecular size marker pUC-H2 (Fisher Biotech, 
Wembley, Australia), showing fragments of 501/489, 404, 331, 242, 190 and 147; 1 p0954-
4-19*, 2 p0954-1-1*; 3 p0954-1-2*; 4 p0954-1-3*; 5 p0954-1-4*; 6 p0954-1-5; 7 p0954-1-6; 
8 p0954-1-7*; 9 p0954-1-10*; 10 p0954-1-12*; 11 p0954-1-13*; 12 p0954-1-14*; 13 p0954-
1-17*; 14 p0954-1-18*; 15 p0954-1-19*; 16 p09541-21*; 17 p0954-1-24*; 18 p0954-1-27; 
19 p0954-2-2*; 20 p0954-2-5*; 21 p0954-2-6; 22 p0954-2-7*; 23 p0954-2-9*; 24 p0954-2-
13*; 25 p0954-2-16*; 26 p0954-2-19*; 27 p0954-2-22*; 28 p0954-2-23*; 29 p0954-2-24; 30 
p0954-2-25*; 31 p0954-2-28*; 32 p0954-2-30*; 33 p0954-3-1*; 34 p0954-3-2; 35 p0954-3-
4*; 36 p0954-3-5*; 37 p0954-3-7*; 38 p0954-3-9*; 39 p0954-3-10*; 40 p0954-3-12*; 41 
p0954-3-15*; 42 p0954-3-16*; 43 p0954-3-17*; 44 p0954-3-19*; 45 p0954-3-21*; 46 
p0954-3-24*; 47 p0954-3-26*; 48 p0954-3-28*.  
 







Figure A8.6 PCR-RFLP digestion of clone inserts from Sample S50, digested with TaqI 
(Promega, Madison, USA). Lanes contain: M, molecular size marker pUC-H2 (Fisher Biotech, 
Wembley, Australia), showing fragments of 501/489, 404, 331, 242, 190 and 147; 1 p0954-
4-19*, 2 p0954-1-1*; 3 p0954-1-2*; 4 p0954-1-3*; 5 p0954-1-4*; 6 p0954-1-5; 7 p0954-1-6; 
8 p0954-1-7*; 9 p0954-1-10*; 10 p0954-1-12*; 11 p0954-1-13*; 12 p0954-1-14*; 13 p0954-
1-17*; 14 p0954-1-18*; 15 p0954-1-19*; 16 p09541-21*; 17 p0954-1-24*; 18 p0954-1-27; 
19 p0954-2-2*; 20 p0954-2-5*; 21 p0954-2-6; 22 p0954-2-7*; 23 p0954-2-9*; 24 p0954-2-
13*; 25 p0954-2-16*; 26 p0954-2-19*; 27 p0954-2-22*; 28 p0954-2-23*; 29 p0954-2-24; 30 
p0954-2-25*; 31 p0954-2-28*; 32 p0954-2-30*; 33 p0954-3-1*; 34 p0954-3-2; 35 p0954-3-
4*; 36 p0954-3-5*; 37 p0954-3-7*; 38 p0954-3-9*; 39 p0954-3-10*; 40 p0954-3-12*; 41 
p0954-3-15*; 42 p0954-3-16*; 43 p0954-3-17*; 44 p0954-3-19*; 45 p0954-3-21*; 46 
p0954-3-24*; 47 p0954-3-26*; 48 p0954-3-28*.  
 








Figure A8.7 PCR-RFLP digestion of clone inserts from Sample E1, digested with AluI. Lanes 
contain: M, molecular size marker pUC-H2, showing fragments of 501/489, 404, 331, 242, 
190 and 147; 1 p0956-1-18; 2 p0956-2-29; 3 p0956-1-23; 4 p0956-2-26*; 5 p0956-1-19*; 6 
p0956-2-24; 7 p0956-1-15; 8 p0956-2-20; 9 p0956-1-12; 10 p0956-2-12*; 11 p0956-1-9*; 12 
p0956-2-9; 13 p0956-1-6*; 14 p0956-2-6; 15 p0956-1-4*; 16 p0956-2-3*; 17 p0956-3-2*; 18 
p0956-3-4; 19 p0956-3-9; 20 p0956-3-11*; 21 p0956-3-16; 22 p0956-3-17*; 23 p0956-2-24; 
24 p0956-3-32; 25 p0956-3-30; 26 p0956-4-33*; 27 p0956-3-28*; 28 p0956-4-24*; 29 
p0956-3-25; 30 p0956-4-20; 31 p0956-3-20*; 32 p0956-4-15*; 33 p0956-3-16*; 34 p0956-4-
13; 35 p0956-3-12*; 36 p0956-4-8*; 37 p0956-3-9; 38 p0956-4-6*; 39 p0956-3-4; 40 p0956-
4-4; 41 p0956-5-1*; 42 p0956-5-5*; 43 p0956-5-8*; 44 p0956-5-12*; 45 p0956-5-14*; 46 
p0956-5-16; 47 p0956-5-17*; 48 p0956-5-6*.  
 








Figure A8.8 PCR-RFLP digestion of clone inserts from Sample E1, digested with TaqI. Lanes 
contain: M, molecular size marker pUC-H2, showing fragments of 501/489, 404, 331, 242, 
190 and 147; 1 p0956-1-18; 2 p0956-2-29; 3 p0956-1-23; 4 p0956-2-26*; 5 p0956-1-19*; 6 
p0956-2-24; 7 p0956-1-15; 8 p0956-2-20; 9 p0956-1-12; 10 p0956-2-12*; 11 p0956-1-9*; 12 
p0956-2-9; 13 p0956-1-6*; 14 p0956-2-6; 15 p0956-1-4*; 16 p0956-2-3*; 17 p0956-3-2*; 18 
p0956-3-4; 19 p0956-3-9; 20 p0956-3-11*; 21 p0956-3-16; 22 p0956-3-17*; 23 p0956-2-24; 
24 p0956-3-32; 25 p0956-3-30; 26 p0956-4-33*; 27 p0956-3-28*; 28 p0956-4-24*; 29 
p0956-3-25; 30 p0956-4-20; 31 p0956-3-20*; 32 p0956-4-15*; 33 p0956-3-16*; 34 p0956-4-
13; 35 p0956-3-12*; 36 p0956-4-8*; 37 p0956-3-9; 38 p0956-4-6*; 39 p0956-3-4; 40 p0956-
4-4; 41 p0956-5-1*; 42 p0956-5-5*; 43 p0956-5-8*; 44 p0956-5-12*; 45 p0956-5-14*; 46 
p0956-5-16; 47 p0956-5-17*; 48 p0956-5-6*.  
 
* indicates clones that were sequenced. 
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Appendix 9 Fungal OTUs sampled from soil collected from E. delegatensis forest plots. Public database sequence names are given as shown in 
the public database but OTUs were named according to taxonomy described in the methods.  
A9.1 Ascomycota 
Life mode codes are M – mycorrhizal, m - presumed mycorrhizal, S – saprotrophic, s – presumed saprotrophic, P – parasitic, U – unknown. 
Order Family OTU Life Mode GenBank sequence match Blast match (best) 
Helotiales   Helotiales sp. 11 m Helotiales sp. FM180478   374/396 of 411 (94%) 
Helotiales   Helotiales sp. 12 m Helotiales sp. FM180478   269/283 of 538 (95%) 
Helotiales   Helotiales sp. 13  m Ascomycete sp. AY781244   342/368 of 712 (93%) 
Helotiales   Helotiales sp. 14 m Fungal sp. EU240043   480/508 of 548 (94%) 
Helotiales   Helotiales sp. 17 m Helotiales sp. FM180478   447/468 of 543 (96%) 
Helotiales   Helotiales sp. 18 m Ascomycete sp. AY781244   337/369 of 715 (91%) 
Hypocreales Clavicipitaceae Clavicipitaceae sp. 1 s 
Tolypocladium cylindrosporum 
AJ303055   
282/317 of 656 (89%) 
Hypocreales Nectriaceae Neonectria sp. 1 P Neonectria sp. EF601622   521/524 of 531 (99%) 
Hypocreales Nectriaceae Neonectria sp. 2 P Neonectria radicicola FJ861415   268/332 of 509 (81%) 
Saccharomycetales   Saccharomycetales sp. 1 U 
Stephanoascus smithiae 
AJ606463   158/167 of 456 (95%) 
Saccharomycetales Saccharomycetales sp. 2 U 
Uncultured Saccharomycetes 
FJ554336 366/407 of 693 (90%) 
    Leohumicola sp. 1   U Leohumicola minima AY706329   522/534 of 535 (98%) 
    Ascomycete sp. 4 U Ascomycota sp. FJ039690   402/441 of 539 (91%) 
    Ascomycete sp. 5 U Ascomycete sp. AY568066   487/516 of 519 (94%) 
    Ascomycete sp. 9 m 
Root-associated fungal sp. 
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Order Family OTU Life Mode GenBank sequence match Blast match (best) 
    Ascomycete sp. 15 m 
Roccellographa cretacea 
AF138825   567/572 of 615(99%) 
    Ascomycete sp. 16 s 
Sympodiomycopsis sp. 
AM946763   159/165 of 749 (96%) 
    Ascomycete sp. 17 U Soil fungal sp. EU076938   370/399 of 528 (93%) 
    Ascomycete sp. 19 U 
Uncultured Hymenoscyphus 





Life mode codes are M – mycorrhizal, m - presumed mycorrhizal, S – saprotrophic, s – presumed saprotrophic, P – parasitic, U – unknown. 
 
Order Family OTU Life Mode GenBank sequence match Blast match (best) 
Agaricales   Agaricales sp. 6 U Mycolevis siccigleba AY963567   166/168 of 644(99%) 
Agaricales Agaricaceae Agaricaceae sp. 1 S Melanophyllum eyrei AY176493   654/704 (93%)of 704 
Agaricales Agaricaceae Agaricaceae sp. 2 s Lepiotaceae sp. EF527384   353/383 of 646 (92%) 
Agaricales Bolbitaceae Setchelliogaster sp. 2 M Setchelliogaster sp. DQ328174   673/684 of 690 (98%) 
Agaricales Cortinariaceae Cortinarius aff. piriformis M 
Thaxterogaster piriformis 
DQ328106   
660/663 of 663 
(100%) 
Agaricales Cortinariaceae Cortinarius sp. 64 M Cortinarius dulciolens AF325610   623/653 of 686 (95%) 
Agaricales Cortinariaceae Cortinarius sp. 80 M Cortinarius amoenus AF389160   592/633 of 631 (94%) 
Agaricales Entolomataceae Entoloma sp. 4 U 
Entoloma chalybaeum var. 
lazulinum EU784214   373/402 of 602 (93%) 
Agaricales Entolomataceae Entoloma sp. 5  U Entoloma cetratum EU784213   597/655 of 658 (91%) 
Agaricales Hydnangiaceae Laccaria sp.  1 M Laccaria amethystina EU819476   632/659 of 655 (96%) 
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Order Family OTU Life Mode GenBank sequence match Blast match (best) 
Agaricales Hydnangiaceae Laccaria sp. 9 M 
Uncultured ectomycorrhiza 
(Laccaria) EF634114 654/668 of 675 (98%) 
Agaricales Inocybaceae Inocybe sp. 3 M Inocybe sambucina AM882757   235/254 of 674 (93%) 
Agaricales Tricholomataceae Rhodocollybia sp. 1 S 
Rhodocollybia butyracea 
EU486454   601/631 of 778 (95%) 
Agaricales Tricholomataceae Tricholomataceae sp. 1  M Lepista personata AF241522   200/205 of 695 (98%) 
Agaricales Tricholomataceae Tricholomataceae sp. 2 M Tricholomataceae sp. EU819536   263/283 of 639 (93%) 
Cantharellales Cantharellaceae Cantharellaceae sp. 1  U Craterellus lutescens AY082606   284/305 of 810 (93%) 
Cantharellales Clavulinaceae Clavulina sp. 7 M Clavulina cf. Cristata DQ974710   575/614 of 680 (94%) 
Cantharellales Clavulinaceae Clavariaceae sp. 1 M Clavulinopsis helvola EU118617   291/310 of 608 (94%) 
Russulales Russulaceae Arcangeliella sp. 2 M 
Arcangeliella camphorata 
EU846241   415/438 of 654 (95%) 
Russulales Russulaceae Russula sp. 2 M Russula neerimea EU019915   520/549 of 638 (95%) 
Russulales Russulaceae Russula sp. 4   M Russula vesca DQ422018   663/671 of 672 (99%) 
Russulales Russulaceae Russula sp. 5 M Russula sp. EU019920   399/412 of 729 (97%) 
Russulales Russulaceae Russula sp. 9 M Russula vesca AF418610   657/665 of 665 (99%) 
Russulales Russulaceae Russula sp. 13 M Russula aff. delica DQ422005   345/386 of 610 (89%) 
Russulales Russulaceae Russula sp. 14 M Russula aff. delica DQ422005   631/678 of 677 (93%) 
 Russulales Russulaceae  Russulaceae sp. 7 M Russula aff. pilosella EU019932 393/531of 637 (75%) 
Russulales Russulaceae Russulaceae sp. 8 M Russula aff. pilosella EU019932   539/544 of 662 (99%) 
Russulales Russulaceae Zelleromyces sp. 1  M Lactarius sp. AY456343   618/640 of 691 (97%) 
Sebacinales Sebacinaceae Sebacina sp. 4 M Sebacina sp. AF465191   563/612 of 601 (92%) 
Sebacinales Sebacinaceae Sebacina sp. 5  M Sebacina vermifera AF202728   169/171 of 929 (99%) 
Sebacinales Sebacinaceae Sebacina sp. 6  M Sebacinaceae sp. E AY296257   521/554 of 599 (94%) 
Trechisporales Trechisporaceae Trechispora sp. 1 M Trechispora araneosa AF347084   303/320 of 628 (95%) 
    Basidiomycete sp. 9  U 
Hygrophorus latitabundus MA-
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Order Family OTU Life Mode GenBank sequence match Blast match (best) 
    Basidiomycete sp.  13 m 
Clavaria asperulospora 
EU784186   145/162 of 607 (90%) 
    Basidiomycete sp. 15  m Clavaria acuta AY228353   151/158 of 638 (96%) 
    Basidiomycete sp. 16 s Antarctic yeast AY040665   390/417 of 611 (94%) 
    Basidiomycete sp. 17 m Clavaria acuta AY228353   172/176 of 618 (98%) 
    Basidiomycete sp. 18  m Clavicorona taxophila AF033344   241/258 of 609 (93%) 
    Basidiomycete sp. 19 m 
Clavaria asperulospora 
EU784186   167/173 of 623 (97%) 
    Basidiomycete sp. 21 U 
Homobasidiomycetes sp. 
AJ534714   
154/156 of 420 (99%) 
    Basidiomycete sp. 22 U Clavulinopsis helvola EU118617    243/259 of 608 (94%) 
    Basidiomycete sp. 23 U Clavulinopsis helvola EU118617   156/161 of 601 (97%) 
    Basidiomycete sp. 25 M 
Ectomycorrhizal root tip 





A9.3 Chytridomycota, Mucoromycotina and unknowns 
 
Life mode codes are M – mycorrhizal, m - presumed mycorrhizal, S – saprotrophic, s – presumed saprotrophic, P – parastitic, U – unknown. 
 
Phylum Order Family OTU Life Mode GenBank sequence match Blast match (best) 
Chytridiomycota Chytridiales Chytridiaceae Chytridiaceae sp. 1 S Chytridiaceae sp. FJ214804   530/603 of 721 (88%) 
Mucoromycotina Mortierellales Mortierellaceae Mortierella sp. 1 S Mortierella gamsii AJ878508   386/418 of 732(92%) 
Mucoromycotina Mortierellales Mortierellaceae Mortierella sp. 2 S Mortierella gamsii EF152528   348/357 of 629 (97%) 
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Phylum Order Family OTU Life Mode GenBank sequence match Blast match (best) 
Mucoromycotina Mortierellales Mortierellaceae Mortierella sp. 4   S Mortierella sp. EF601645   433/454 of 641 (95%) 
Mucoromycotina Mortierellales Mortierellaceae Mortierella sp. 5 S Mortierella sp. EF126329   374/412 of 627 (91%) 
Mucoromycotina Mortierellales Mortierellaceae Mortierella sp. 6 S Mortierellales sp. EF031099   
613/616 of 631 
(100%) 
Mucoromycotina Mortierellales Mortierellaceae Mortierella sp. 7 S Mortierella sp. EF126329   374/413 of 620 (91%) 
Mucoromycotina     Mucoromycete sp. 2 U 
Piptocephalis corymbifera 
AY997073   
609/612 of 619 
(100%) 
Chytridiomycete Chytridiales Chytridiaceae Chytridiaceae sp. 2 S Chytridiaceae sp. FJ214804   571/601 of 891 (95%) 
Unknown 
anamorph     Cryptococcus sp. 1   S 
Cryptococcus podzolicus 
AF444321   
604/606 of 643 
(100%) 
Unknown 
anamorph     Cryptococcus sp. 2   S 
Cryptococcus podzolicus 
AF444321    
475/476 of 504 
(100%) 
Unknown 
anamorph     Cryptococcus sp. 3  S Cryptococcus terricola AF444377   597/603 of 630 (99%) 
Unknown 
anamorph     Cryptococcus sp. 4 S Cryptococcus terricola AF444377   333/344 of 628 (97%) 
Unknown 
anamorph     Cryptococcus sp. 5  S 
Cryptococcus terricola  
FN298664   
412/414 of 640 
(100%) 
Unknown 
anamorph     Cryptococcus sp. 6 S Cryptococcus terricola FN298664   297/326 of 561 (91%) 
Unknown 
anamorph     Cryptococcus sp. 7 S 
Cryptococcus terricola  
FN298664   437/449 of 572 (97%) 
Unknown 
anamorph     
Metarhizium aff. 
flavoviride S/P 
Metarhizium flavoviride var. 
novazealandicum DQ385622   
513/514 of 591 
(100%) 
Unknown 
anamorph     Oidiodendron sp. 2 m Oidiodendron pilicola AF062787   469/489 of 541 (96%) 
Unknown 
anamorph     Onygenales sp. 1  U Geomyces asperulatus AJ390390   294/296 of 485 (99%) 
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Phylum Order Family OTU Life Mode GenBank sequence match Blast match (best) 
      Fungal sp. 9    s 
Archaeospora leptoticha 
AJ012201   97/108 of 487(90%) 
      Fungal sp. 10 U Fungal sp. DQ979006   56/64 of 551 (88%) 
      Fungal sp. 12 U Fungal sp. EF152543   555/572 of 619 (97%) 
      Fungal sp. 13 U 
Furculomyces boomerangus 
AF277013   22/22 of 606 (100%) 
      Fungal sp. 14 s Fusarium tricinctum EF589875   43/46 of 246 (93%) 
      Fungal sp. 17 s Rhizoctonia sp. AJ242892   24/24 of356 (100%) 
      Fungal sp. 18 U Fungal sp. AY699664   
496/498 of 548 
(100%) 
      Fungal sp. 19 U Fungal sp. AY699656   493/499 of 601 (99%) 
      Fungal sp. 20 U Fungal sp. DQ979006   61/71 of 221 (86%) 
      Fungal sp. 21 U 
Dactylellina ellipsospora 
AY804214   
23/23 of 431 (100%) 
 
    Fungal sp. 22 U 
Uncultured Basidiomycota clone  
HM240234 507/540 of 537 (94%) 
    Fungal sp. 23 m 
Uncultured fungus 
clone GQ160017 362/430 of 460 (85%) 
    Fungal sp. 24 m 
Uncultured fungus clone 
GQ160021 358/424 of 472 (85%) 
    Fungal sp. 25 m 
Uncultured soil fungus clone 
HQ022014 337/390 of 478 (87%) 
  Fungal sp. 26 m Pseudeurotium ovale AY129289 349/448 of 523 (78%) 
  Fungal sp. 27 m 
Uncultured fungus clone 
EU517006 138/157 of 519 (88%) 
Fungal sp. 28 U 
Uncultured fungus isolate 
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Phylum Order Family OTU Life Mode GenBank sequence match Blast match (best) 
      Unknown sp. 1 U 
Not sequenced, OTU 
discriminated by PCR-RFLP 
profile.   
      Unknown sp. 2 U 
Not sequenced, OTU 
discriminated by PCR-RFLP 
profile.   
      Unknown sp. 3 U 
Not sequenced, OTU 
discriminated by PCR-RFLP 
















Appendix 10 Representative rDNA sequences of the ITS region of each fungal OTU 
recorded from soil collected from E. delegatensis forest. 


































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































Appendix 11 Matrix showing the presence or absence of each fungal OTU in each of 
the soil samples. 
OTU 
Sample   
N1 N7 N50 E1 E7 E50 S1 S7 S50 Total 
Agaricaceae sp. 1 1 0 0 0 0 0 0 0 0 1 
Agaricaceae sp. 2 0 1 0 0 0 0 0 0 0 1 
Agaricales sp. 6 0 0 0 1 0 0 0 0 0 1 
Arcangeliella sp. 2 0 0 1 0 0 0 0 0 0 1 
Ascomycote sp. 4 0 0 0 0 0 0 0 0 1 1 
Ascomycete sp. 5 0 0 0 0 0 0 1 0 0 1 
Ascomycete sp. 9 0 0 0 1 0 0 0 0 0 1 
Ascomycete sp. 15 0 0 0 0 0 0 0 0 1 1 
Ascomycete sp. 16 0 0 0 1 0 0 0 0 0 1 
Ascomycete sp. 17 0 0 0 0 0 0 0 0 1 1 
Ascomycete sp. 19 0 0 0 0 0 0 0 0 1 1 
Basidiomycete sp. 9  0 0 0 0 0 0 0 0 1 1 
Basidiomycete sp.  13 0 0 0 0 0 1 0 0 0 1 
Basidiomycete sp. 15  0 1 0 0 0 0 0 0 0 1 
Basidiomycete sp. 16 0 0 0 0 0 0 0 1 0 1 
Basidiomycete sp. 17 0 1 0 0 0 0 0 0 0 1 
Basidiomycete sp. 18  0 0 0 0 1 1 0 0 1 3 
Basidiomycete sp. 19 0 0 0 0 1 0 0 0 0 1 
Basidiomycete sp. 21 0 0 0 0 0 0 0 0 1 1 
Basidiomycete sp. 23 0 1 0 0 0 0 0 0 0 1 
Basidiomycete sp. 22 0 0 1 0 0 0 0 0 0 1 
Basidiomycete sp. 25 1 0 0 0 0 0 0 0 1 2 
Cantharellaceae sp. 1  0 0 0 1 0 0 0 0 0 1 
Chytridiaceae sp. 1 1 0 0 0 0 0 0 0 1 2 
Chytridiaceae sp. 2 1 0 0 0 0 0 0 0 0 1 
Clavicipitaceae sp. 1 0 0 0 0 1 0 0 0 0 1 
Clavariaceae sp. 1 0 0 0 0 0 1 0 0 1 2 
Clavulina sp. 7 0 0 0 1 0 1 0 0 0 2 
Cortinarius aff. piriformis 0 0 0 0 1 0 0 0 0 1 
Cortinarius sp. 64 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 80 0 0 1 0 0 0 0 0 0 1 
Cryptococcus sp. 1   0 0 0 0 1 0 0 1 0 2 





Sample   
N1 N7 N50 E1 E7 E50 S1 S7 S50 Total 
Cryptococcus sp. 3  0 0 0 0 0 1 1 1 1 4 
Cryptococcus sp. 4 0 0 0 0 0 0 0 0 1 1 
Cryptococcus sp. 5  0 0 0 0 0 0 1 1 0 2 
Cryptococcus sp. 6 0 0 0 0 0 0 0 0 1 1 
Cryptococcus sp. 7 0 0 0 0 0 0 0 1 0 1 
Entoloma sp. 4 0 1 0 0 0 0 0 0 0 1 
Entoloma sp. 5  0 1 0 0 0 0 0 0 0 1 
Fungal sp.  8 0 1 0 0 0 0 0 0 0 1 
Fungal sp. 9    0 0 0 0 1 0 0 0 0 1 
Fungal sp. 10 1 0 0 0 0 0 0 0 0 1 
Fungal sp.12 0 1 0 0 1 0 0 0 0 2 
Fungal sp. 13 0 0 0 0 0 1 0 0 0 1 
Fungal sp. 14 0 0 0 0 0 0 0 0 1 1 
Fungal sp. 17 0 0 0 0 1 0 0 0 0 1 
Fungal sp. 18 0 0 0 0 1 0 0 0 0 1 
Fungal sp. 19 0 0 0 0 0 0 0 1 0 1 
Fungal sp. 20  0 0 0 0 0 0 0 0 1 1 
Fungal sp. 21 0 0 0 0 0 1 0 0 0 1 
Fungal sp. 22 0 0 1 0 0 0 0 0 0 1 
Fungal sp. 23 0 0 0 0 0 0 0 0 1 1 
Fungal sp. 24 0 0 0 0 1 0 0 0 0 1 
Fungal sp. 25 0 0 0 0 0 0 0 0 1 1 
Fungal sp. 26 0 0 0 0 1 0 0 0 0 1 
Fungal sp. 27 0 1 0 0 0 0 0 0 0 1 
Fungal sp.  28    0 0 0 0 1 0 0 0 0 1 
Helotiales sp. 11 0 0 0 0 0 0 0 0 1 1 
Helotiales sp. 12 0 0 0 0 1 0 0 0 0 1 
Helotiales sp. 13  0 1 0 0 0 0 0 0 0 1 
Helotiales sp. 14 0 0 0 0 0 0 0 0 1 1 
Helotiales sp. 17 0 0 0 0 1 0 0 0 0 1 
Helotiales sp. 18 0 0 1 0 0 0 0 0 0 1 
Inocybe sp. 3 0 0 0 0 0 0 0 0 1 1 
Laccaria sp.  1 0 0 0 0 0 0 0 0 1 1 
Laccaria sp. 5 0 0 0 0 0 1 0 0 0 1 
Laccaria sp. 9 0 0 0 0 0 0 0 1 0 1 
Leohumicola sp. 1   0 0 0 0 0 0 1 1 1 3 
Metarhizium aff. flavoviride 0 0 0 0 0 0 0 0 1 1 
Mortierella sp. 1 0 0 0 0 1 0 0 0 0 1 





Sample   
N1 N7 N50 E1 E7 E50 S1 S7 S50 Total 
Mortierella sp. 3  0 0 1 0 0 1 0 0 0 2 
Mortierella sp. 4   1 0 0 1 1 0 0 0 1 4 
Mortierella sp. 5 0 1 1 0 1 1 1 0 1 6 
Mortierella sp. 6 0 0 0 1 0 0 0 1 1 3 
Mortierella sp. 7 0 0 0 0 0 0 0 0 1 1 
Mucoromycete sp. 2 0 0 0 0 0 0 0 0 1 1 
Neonectria sp. 1 0 0 0 0 0 0 1 0 0 1 
Neonectria sp. 2 0 0 0 0 1 0 0 0 0 1 
Oidiodendron sp. 2 0 1 0 0 0 0 0 0 0 1 
Onygenales sp. 1  0 0 0 0 0 0 0 0 1 1 
Rhodocollybia sp. 1 0 0 0 1 0 0 0 0 0 1 
Russula sp. 2 0 0 0 1 0 0 0 0 0 1 
Russula sp. 4   0 0 1 1 0 0 0 0 0 2 
Russula sp. 5 0 0 0 0 0 1 0 0 0 1 
Russula sp. 9 0 0 0 1 0 0 0 0 1 2 
Russula sp. 13 0 0 0 0 0 0 0 1 0 1 
Russula sp. 14 0 0 0 0 0 0 0 1 0 1 
Russulaceae sp. 7 0 0 0 1 0 0 0 0 0 1 
Russulaceae sp. 8 0 0 0 1 0 0 0 0 0 1 
Saccharomycetales sp. 1  1 0 0 0 0 0 0 0 0 1 
Sebacina sp. 4 0 0 0 0 0 0 0 1 0 1 
Sebacina sp. 5  0 0 0 0 1 0 0 0 0 1 
Sebacina sp. 6  0 0 0 0 0 1 0 0 0 1 
Setchelliogaster sp. 2 0 0 0 0 0 0 0 1 0 1 
Trechispora sp. 1 0 0 0 0 0 0 1 0 0 1 
Tricholomataceae sp. 1  0 0 0 0 0 0 1 0 0 1 
Tricholomataceae sp. 2 0 0 0 0 0 0 1 0 0 1 
Unknown sp. 1 1 0 0 0 0 0 0 0 0 1 
Unknown sp. 2 0 0 0 0 0 1 0 0 0 1 
Unknown sp. 3 0 0 0 0 0 1 0 0 0 1 
Zelleromyces sp. 1  0 0 0 0 0 0 1 0 0 1 
TOTAL 9 13 8 13 20 14 10 13 31   
 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Appendix 12 List of ectomycorrhizal fungal OTUs sampled as sporocarps and root tips from E. delegatensis forest. Public database sequence 
names are given as shown in the public database but OTUs were named according to the taxonomic convention described in the methods. 
Under the heading form, E indicates epigeous sporocarp and H indicates hypogeous sporocarp. Under the heading sample R indicates sampled 
as root tip, S indicates sampled as sporocarp and B indicates sampled as both root tip and sporocarp. Undet. = undetermined. * indicates that 
the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was not included in 
phylogenetic analyses. 
Table A12.1 Ascomycota OTUs 
Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Elaphomycetales Elaphomycetaceae Elaphomyces sp. 1* B H Ascomycota sp. AJ534695    562/595 (94%) of 635 JF960758 
Helotiales Helotiaceae Ascocoryne sp. 1 S E Ascocoryne sarcoides GQ500107 537/539 of 554 (99%) JF960613 
Helotiales Undet. Helotiales sp. 1* R Undet. Neofabraea alba AF141190   383/434 (88%) of 527 JF960774 
Helotiales Undet. Helotiales sp. 2* R Undet. Helotiales sp. DQ914730   379/396 (96%) of 396 JF960775 
Helotiales Undet. Helotiales sp. 3  R Undet. Helotiales sp. AY354249   340/374 (91%) of 496 JF960776 













 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Helotiales Undet. Helotiales sp. 5 R Undet. Fungal sp. AY699668   278/304 (91%) of 495 JF960778 
Helotiales Undet. Helotiales sp. 7  R Undet. 
Epacris microphylla root 
associated fungus AY268208   321/339 (95%) of 611 
JF960779 
Helotiales Undet. Helotiales sp. 8  R Undet. 
ericoid root isolate (cf. 
Hymenoscyphus ericae aggregate) 
AJ430115   215/224 (96%) of 501 
JF960780 
Helotiales Undet. Helotiales sp. 9 R Undet. Fungal sp. AY699664   464/502 (92%) of 502 JF96781 
Helotiales Undet. Helotiales sp. 10^ R Undet. 
Uncultured ectomycorrhiza 
(Helotiales) clone SWUBC618  
DQ497943  502/531 (94%) of 528 
JF96782 
Helotiales Undet. Helotiales sp. 11^ R Undet. 
Uncultured ectomycorrhiza 
(Helotiales) clone SWUBC618 18S 
ribosomal DQ497943 508/536 (94%)of 533 
JF96783 
Pezizales Undet. Pezizales sp. 2*^ S E Terfezia leptoderma AF396862   164/170 (96%) of 615 JF960803 
Pezizales 
Undet. Pezizales sp. 3^ R Undet. 
Eremiomyces echinulatis 
AF435829   214/222 (96%) of 665 
JF960804 
Undet. Undet. Ascomycete sp. 1*^ R Undet. Fungal sp. EU051624   188/198 (95%) of 497 JF960614 
Undet. Undet. Ascomycete sp. 2*^ S E Leaf litter ascomycete AF502801   378/401 (94%) of 520 JF960615 
Undet. Undet. Ascomycete sp. 3*^ R Undet. Salal mycorrhizal fungus AF149077   444/454 (98%) of 518 JF960616 
Undet. Undet. Ascomycete sp. 6^ R Undet. Ascomycete sp. AY354274   157/162 (97%) of 650 JF960617 
Undet. Undet. Ascomycete sp. 8^ R Undet. Ascomycota sp. AJ534695   191/201 (95%) of 738 JF960618 
Undet. Undet. Ascomycete sp. 9*^ S E 
Root-associated fungal sp 















 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Undet. Undet. Ascomycete sp. 10^ R Undet. 
Woollsia root associated fungus 
AY230779   471/521 (90%) of 559 
JF960620 
Undet. Undet. Ascomycete sp. 20^ R Undet. 
Epacris pulchella root associated 
fungus AY627805   365/432 (84%) of 589  
JF960621 
Undet. Undet. Ascomycete sp. 21^ R Undet. 
Epacrid root endophyte sp. 
AY279189   422/440 (96%) of 595 
JF960622 
Undet. Undet. Ascomycete sp. 30 R E Uncultured Sordariales GQ268564   337/447 (75%) of 626 JF960623 
Undet. Undet. Ascomycete sp. 31 S H Uncultured fungus FN298731 564/568 (99%) of 567 JF960624 
Undet. Undet. Cenococcum geophilum* R Undet. Cenococcum geophilum AB089816   505/511 (99%) of 511 JF960624 
Undet. Undet. Oidiodendron sp. 1^ R Undet. Oidiodendron pilicola AF062787   397/439 (90%) of 555 JF960801 
 
 
Table A12.2 Basidiomycota OTUs 
Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Agaricales Amanitaceae Amanita sp. 1 S E Amanita alboverrucosa AY194973   180/203 (89%) of 478 JF960606 














 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Agaricales Amanitaceae Amanita sp. 3* S E Amanita punctata AY194978   310/319 (97%) of 591 JF960608 
Agaricales Amanitaceae Amanita sp. 4 S E Amanita sp. AY194966   603/610 (99%) of 630 JF960609 
Agaricales Amanitaceae Amanita sp. 5 S E morphologcally identified   n/a 
Agaricales Bolbitiaceae Alnicola sp. 1^ S H Alnicola sp. AY900087  476/509 (94%) of 666 JF960605 
Agaricales Bolbitiaceae Setchelliogaster sp. 1^ S H Setchelliogaster sp. DQ328087   625/627 (100%) of 627 JF960829 
Agaricales Cortinariaceae Cortinariaceae sp. 1  S E Descomyces sp. DQ328160   578/597 (97%) of 595 JF960651 
Agaricales Cortinariaceae Cortinariaceae sp. 2  B E 
Dermocybe olivaceopicta 
DOU56050   628/650 (97%) of 647 
JF960652 
Agaricales Cortinariaceae Cortinariaceae sp. 3 R undet. Inocybe tenebrosa AM882899   245/258 (95%) of 667 JF960653 
Agaricales Cortinariaceae Cortinariaceae sp. 5  S E 
Dermocybe semisanguinea 
DSU56064   530/615 (86%) of 620  
JF960654 
Agaricales Cortinariaceae Cortinariaceae sp. 6 S E Dermocybe cardinalis AF389162   435/500 (87%) of 651 JF960655 
Agaricales Cortinariaceae Cortinariaceae sp. 7 S E Dermocybe cardinalis AF389162   528/563 (94%) of 586 JF960656   
Agaricales Cortinariaceae Cortinariaceae sp. 8* S E 
Dermocybe olivaceopicta 
DOU56049   608/659 (92%) of 666 
JF960657   
Agaricales Cortinariaceae Cortinariaceae sp. 10* S E Dermocybe austroveneta AF112147   613/630 (97%) of 701 JF960658 
Agaricales Cortinariaceae Cortinariaceae sp. 13^ S E 
Dermocybe semisanguinea 
DSU56067   591/656 (90%) of 663 
JF960659 
Agaricales Cortinariaceae Cortinariaceae sp. 14* S E 
Cortinarius palustris var. sphagneti 
AY669581   148/165 (90%) of 497 
JF960660 
Agaricales Cortinariaceae Cortinariaceae sp. 16 S E 
Dermocybe leptospermorum 
GU233325  445/457 (98%) of 655 
JF960661   














 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Agaricales Cortinariaceae Cortinarius aff. ardesiacus* S E Cortinarius ardesiacus AY669650   624/625 (100%) of 654 JF960663 
Agaricales Cortinariaceae Cortinarius aff. australis* S E Cortinarius australis AY669615   655/657 (100%) of 657 JF960664   
Agaricales Cortinariaceae Cortinarius aff. cannarius* B E Cortinarius cannarius AY669630   647/647 (100%) of 647 JF960665 
Agaricales Cortinariaceae Cortinarius aff. fragilis^ S E Thaxterogaster fragile AF325559   621/621 (100%) of 621 JF960666 
Agaricales Cortinariaceae Cortinarius aff. infractus* S E Cortinarius infractus AY174782   637/653 (98%) of 660 JF960667 
Agaricales Cortinariaceae Cortinarius aff. persicanus* S E Cortinarius persicanus AY669639   638/647 (99%) of 647 JF960668   
Agaricales Cortinariaceae 
Cortinarius aff. 




sclerophyllarum* B E 
Cortinarius sclerophyllarum 
AY669637   656/657 (100%) of 657 





submagallanicus* S E 
Cortinarius submagellanicus 
AY669614   647/647 (100%) of 647 
JF960671   
Agaricales Cortinariaceae 
Cortinarius aff. 
tasmacamphoratus* B E 
Cortinarius tasmacamphoratus 
AY669633   644/657 (98%) of 656 
JF960672 
Agaricales Cortinariaceae Cortinarius aff. walkeri* S E Cortinarius walkeri  AY669632   642/645 (100%) of 664 JF960673 
Agaricales Cortinariaceae Cortinarius sp. 1 S E 
Thaxterogaster albocanus 
AF325599   142/149 (95%) of 636 
JF960674 
Agaricales Cortinariaceae Cortinarius sp. 2^ R Undet. Thaxterogaster sp. DQ328073   594/618 (96%) of 618 JF960675 
Agaricales Cortinariaceae Cortinarius sp. 3^ S E Thaxterogaster sp. DQ328078   598/620 (96%) of 613 JF960676 
Agaricales Cortinariaceae Cortinarius sp. 4* S H Thaxterogaster sp. DQ328117   654/655 (100%) of 662 JF960677 
Agaricales Cortinariaceae Cortinarius sp. 5* S E 
Thaxterogaster albocanus 















 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Agaricales Cortinariaceae Cortinarius sp. 6  S E Thaxterogaster sp. DQ328118   171/187 of 619 (91%) JF960679 
Agaricales Cortinariaceae Cortinarius sp. 7 S E Thaxterogaster sp. DQ328149   423/452 (94%) of 662 JF960680 
Agaricales Cortinariaceae Cortinarius sp. 8 S H Thaxterogaster sp. DQ328165   647/650 (100%) of 657 JF960681   
Agaricales Cortinariaceae Cortinarius sp. 9 S E Thaxterogaster sp. DQ328205   592/627 (94%) of 624 JF960682   
Agaricales Cortinariaceae Cortinarius sp. 10 S E Thaxterogaster sp. DQ328205   607/667 (91%) of 670 JF960683 
Agaricales Cortinariaceae Cortinarius sp. 11 R Undet. Thaxterogaster sp. DQ328183   453/467 (97%) of 664 JF960684 
Agaricales Cortinariaceae Cortinarius sp. 12* B E Thaxterogaster sp. DQ328200   593/626 (95%) of 622 JF960685 
Agaricales Cortinariaceae Cortinarius sp. 13* S E 
Thaxterogaster levisporus 
DQ328111   612/661 (93%)of 661 
JF960686 
Agaricales Cortinariaceae Cortinarius sp. 14 S E Thaxterogaster sp. DQ328118   651/653 (100%) of 653  
Agaricales Cortinariaceae Cortinarius sp. 15 S E Thaxterogaster sp. DQ328118   584/634 (92%) of 659 JF960687 & JF960688 
Agaricales Cortinariaceae Cortinarius sp. 16 S E Cortinarius sp. AF136739   644/650 (99%) of 660 JF960689 
Agaricales Cortinariaceae Cortinarius sp. 17* S E 
Cortinarius tasmacamphoratus  
AY669633   151/156 (97%) of 622 
JF960690 
Agaricales Cortinariaceae Cortinarius sp. 19 S E 
Thaxterogaster levisporus 
DQ328111   605/652 (93%)of 649 
JF960691 
Agaricales Cortinariaceae Cortinarius sp. 20 S E Thaxterogaster sp. DQ328118   613/668 (92%) of 664 JF960692 
Agaricales Cortinariaceae Cortinarius sp. 21* R Undet. 
Cortinarius sp. Ectomycorrhiza 
AF430288   587/620 (95%) of 627 
JF960693 
Agaricales Cortinariaceae Cortinarius sp. 22 S E 
Cortinarius cystidiocatenatus 
AY669651   633/657 (96%) of 657 
JF960694 
Agaricales Cortinariaceae Cortinarius sp. 24 S E 
Cortinarius balteatocumatilis 















 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Agaricales Cortinariaceae Cortinarius sp. 25 S E Cortinarius bovinus AJ889943   332/346 (96%) of 574 JF960696 
Agaricales Cortinariaceae Cortinarius sp. 26 S E Cortinarius cf. caninus FJ157144   587/630 (93%) of 626 JF960697 
Agaricales Cortinariaceae Cortinarius sp. 27 R undet. Thaxterogaster sp. DQ328121   565/589 (96%) of 587 JF960698 
Agaricales Cortinariaceae Cortinarius sp. 28 R undet. Cortinarius teraturgus AF389151   600/629 (95%) of 656 JF960699 
Agaricales Cortinariaceae Cortinarius sp. 29   R undet. Cortinarius magellanicus AF389125   333/349 (95%) of 379 JF960700 
Agaricales Cortinariaceae Cortinarius sp. 30 S E 
Cortinarius paracephalixus 
AY669516   613/662 (93%) of 661 
JF960701 
Agaricales Cortinariaceae Cortinarius sp. 31 S E Cortinarius percomis FJ039657   578/621 (93%) of 618 JF960702 
Agaricales Cortinariaceae Cortinarius sp. 32 S E 
Cortinarius phoeniceus var. 
occidentalis DQ384593   631/657 (96%) of 648 
JF960703 
Agaricales Cortinariaceae Cortinarius sp. 33* S E Cortinarius teraturgus  AF389151   432/452 (96%) of 462 JF960704 
Agaricales Cortinariaceae Cortinarius sp. 34 S E 
Cortinarius rubrocastaneus 
AF435831   633/657 (96%) of 661 
JF960705 
Agaricales Cortinariaceae Cortinarius sp. 36 S E Cortinarius stephanopus AY669603   401/422 (95%) of 469 JF960706 
Agaricales Cortinariaceae Cortinarius sp. 37 S E Cortinarius tenellus AF539728   147/152 (97%) of 585 JF960707   
Agaricales Cortinariaceae Cortinarius sp. 38 S E Cortinarius fraudulosus AY669551   591/625 (95%) of 624 JF960708   
Agaricales Cortinariaceae Cortinarius sp. 39 S E Cortinarius amoenus AF389160   602/629 of 627 (96%) JF960709 
Agaricales Cortinariaceae Cortinarius sp. 40* B E Cortinarius cf. caninus FJ157144   512/561 (91%) of 614 JF960710 
Agaricales Cortinariaceae Cortinarius sp. 41* B E 
Cortinarius austrocyanites 
AY669626   450/459 (98%) of 459 
JF960711 
Agaricales Cortinariaceae Cortinarius sp. 43 S E 
Cortinarius austrocyanites 















 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Agaricales Cortinariaceae Cortinarius sp. 44 S E 
Cortinarius austrolimonius var. 
ochrovelatus AF539706  C 196/204 (96%) of 560 
JF960713 
Agaricales Cortinariaceae Cortinarius sp. 45 S E Cortinarius barlowensis EU669315   614/649 (95%) of 646 JF960714   
Agaricales Cortinariaceae Cortinarius sp. 46* B E Cortinarius barlowensis EU837213   615/649 (95%) of 641 JF960715 
Agaricales Cortinariaceae Cortinarius sp. 48 S E Cortinarius amoenus AF389160   593/629 (94%) of 630 JF960716 
Agaricales Cortinariaceae Cortinarius sp. 49 R Undet. Cortinarius cf. caninus FJ157144   110/120 (92%) of 631 JF960717 
Agaricales Cortinariaceae Cortinarius sp. 50 S E 
Dermocybe austronanceiensis 
AF389161 391/415 (94%) of 663 
JF960718 
Agaricales Cortinariaceae Cortinarius sp. 51 S E Cortinarius obtusus AJ238035   343/408 (84%) of 617 JF960719 
Agaricales Cortinariaceae Cortinarius sp. 52 S E Cortinarius cannarius AY669630   599/668 (90%) of 668 JF960720   
Agaricales Cortinariaceae Cortinarius sp. 54 S E Cortinarius walkeri AY669632   363/381 (95%) of 625 JF960721 
Agaricales Cortinariaceae Cortinarius sp. 55 S E 
Cortinarius cinereobrunneus 
AF325600   548/603 (91%) of 595 
JF960722 
Agaricales 
Cortinariaceae Cortinarius sp. 56* B E 
Cortinarius cystidiocatenatus 
AY669651  595/615 of 608 (97%) 
JF960723 
Agaricales Cortinariaceae Cortinarius sp. 58* B E 
Cortinarius cystidiocatenatus 
AY669651   525/554 (95%) of619 
JF960724 
Agaricales Cortinariaceae Cortinarius sp. 59 S E Cortinarius walkeri AY669632   471/499 of 629 (94%) JF960725 
Agaricales Cortinariaceae Cortinarius sp. 60  S E 
Cortinarius cystidiocatenatus 
AY669651   342/393 (87%) of 611 
JF960726 
Agaricales Cortinariaceae Cortinarius sp. 61 R Undet. 
Cortinarius cystidiocatenatus 
AY669651   145/148 (98%) of 622 
JF960727 














 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Agaricales Cortinariaceae Cortinarius sp. 63* B E Cortinarius cf. caninus FJ157144   604/630 (96%) of 631 JF960729 
Agaricales Cortinariaceae Cortinarius sp. 64* B H Cortinarius dulciolens AF325610   630/661 (95%) of 662 JF960730 
Agaricales Cortinariaceae Cortinarius sp. 65 S E 
Cortinarius gymnopiloides 
AF389147   623/659 (95%) of 676 
JF960731 
Agaricales Cortinariaceae Cortinarius sp. 66 B E Cortinarius lustrabilis AY669586   639/661 (97%) of 660 JF960732 
Agaricales Cortinariaceae Cortinarius sp. 67* B E 
Cortinarius montanus var. 
fuligineofolius AF478578   606/639 (95%) of 636 
JF960733 
Agaricales Cortinariaceae Cortinarius sp. 68 B E Cortinarius walkeri AY669632   612/650 (94%) of 667 JF960734 
Agaricales Cortinariaceae Cortinarius sp. 69 S E Cortinarius teraturgus AF389151   613/631 (97%) of 660 JF960735 
Agaricales Cortinariaceae Cortinarius sp. 70* B E Cortinarius sp. AF136739   614/629 (98%) of 628 JF960736 
Agaricales Cortinariaceae Cortinarius sp. 71 R undet. Cortinarius teraturgus AF389151   432/452 (96%) of 456 JF960737 
Agaricales Cortinariaceae Cortinarius sp. 72* S E Cortinarius camphoratus FJ717505   612/644 of 642 (95%) JF960738 
Agaricales Cortinariaceae Cortinarius sp. 73   R undet. 
Cortinarius sp. Ectomycorrhiza 
AF430288   628/650 (97%) of 651 
JF960739 
Agaricales 
Cortinariaceae Cortinarius sp. 74* B E 
Cortinarius sp. Ectomycorrhiza 
AF430288   620/650 (95%) of 649 
JF960740 
Agaricales Cortinariaceae Cortinarius sp. 78*^ S E morphologcally identified  n/a 
Agaricales Cortinariaceae 
Dermocybe aff. 
globuliformis* S H Cortinarius globuliformis AF325582   638/647 (99%) of 653 
JF960752 
Agaricales Cortinariaceae Dermocybe kula* S E Cortinarius kula AY669643   659/664 (99%) of 665 JF960753 
Agaricales Cortinariaceae Dermocybe sp. 1* B E Cortinarius globuliformis AY669602   610/660 (92%) of 655 JF960742 














 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Agaricales Cortinariaceae Dermocybe sp. 3 S E Cortinarius globuliformis AY669602   582/628 (93%) of 625 JF960744 
Agaricales Cortinariaceae Dermocybe sp. 4 S E Cortinarius globuliformis AY669602   638/647 (99%) of 653 JF960745 
Agaricales Cortinariaceae Dermocbye sp. 5* S E Dermocybe splendida AF325583   592/633 (94%) of 628 JF960746 
Agaricales Cortinariaceae Dermocybe sp. 6 S E Cortinarius teraturgus AF389151   560/611 (92%) of 606 JF960747 
Agaricales Cortinariaceae Dermocybe sp. 7 S E Cortinarius amoenus AF389160   627/664 (94%) of 670 JF960748 
Agaricales Cortinariaceae Dermocybe sp. 8 R Undet. Cortinarius walkeri AY669632   373/388 (96%) of 638 JF960749 
Agaricales Cortinariaceae Dermocybe sp. 9 S E Cortinarius walkeri AY669632   613/651 (94%) of 666 JF960750 
Agaricales Cortinariaceae Dermocybe sp. 10 S E Cortinarius sejuctus AY669636   544/567 (96%) of 590 JF960751 
Agaricales Cortinariaceae Descolea recedens* B E Descolea recedens AF325649   643/655 (98%) of 657 JF960754 
Agaricales Cortinariaceae Descomyces aff. albus* B H Descomyces sp. DQ328176   643/643 (100%) of 643 JF960755 
Agaricales Entolomataceae Entoloma sp. 1^ S E Entoloma nitidum AF335449   596/621 (96%) of 617  JF960759 
Agaricales Entolomataceae Entoloma sp. 2^ S E Entoloma cetratum EU784213   506/546(93%) of 609  JF960760 
Agaricales Entolomataceae Entoloma sp. 3^ S E Entoloma byssisedum  EU784209   279/308 (91%) of 842  JF960761 
Agaricales Entolomataceae Entolomataceae sp. 1 S E Entoloma cuspidiferum EU784218 561/623 (90%) of 662 JF960762 
Agaricales Entolomataceae Entolomataceae sp. 2 B E 
Uncultured ectomycorrhiza 
(Entoloma) FJ188349 565/635 (89%) of 676 
JF960763 
Agaricales Entolomataceae Entolomataceae sp. 3 R Undet. 
Uncultured ectomycorrhiza 
(Entoloma) FJ188349 613/629 (97%) of 580 
JF960764 
Agaricales 
Entolomataceae Entolomataceae sp. 4 R Undet. 
Uncultured ectomycorrhiza 
(Entoloma) FJ188349 490/631 (78%) of 626 
JF960765 
Agaricales Hydnangiaceae Laccaria sp. 1* B E Laccaria laccata AJ699075   565/595 (95%) of 622 JF960793 













 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Agaricales Hydnangiaceae Laccaria sp. 3  B E 
Laccaria laccata var. pallidifolia 
EU819478   621/659 (94%) of 646 
JF960795 
Agaricales Hydnangiaceae Laccaria sp. 4* R Undet. Laccaria laccata AJ699075   589/606 (97%) of 630  JF960796 
Agaricales Hydnangiaceae Laccaria sp. 5* B E Laccaria laccata  AJ699075   598/605 (99%) of 626 JF960797 
Agaricales Inocybaceae Inocybaceae sp. 1 S E Inocybe rennyi AM882716   158/160 (99%) of 538 JF960788 
Agaricales Inocybaceae Inocybe sp. 1* R undet. Inocybe tenebrosa AM882899  245/258 (95%) of 669 JF960789 
Agaricales Inocybaceae Inocybe sp. 2 R Undet. Inocybe sororia EU525990   304/325 (94%) of 626 JF960790 
Agaricales Inocybaceae Inocybe sp. 5 S E Inocybe hystrix AM882812   342/376 (91%) of 699 JF960791   
Agaricales Inocybaceae Inocybe sp. 6 S E Inocybe subnudipes AM882809   287/307 (93%) of 611 JF960792 
Agaricales Inocybaceae Tubaria aff. serrulata S E Tubaria serrulata DQ182507   599/605 (99%) of 602 JF960851 
Agaricales Lycoperdaceae Lycoperdon sp. 1^ S E Lycoperdon perlatum AJ237627   638/668 (96%) of 658 JF960799 
Agaricales Tricholomataceae Tricholoma sp. 1 S E Tricholoma populinum AJ272072 63/68 (93%) of 639 JF960842 
Agaricales Tricholomataceae Tricholoma sp. 2 S E Tricholoma saponaceum AF377195   434/448 (97%) of 623 JF960843 
Agaricales Tricholomataceae Tricholoma sp. 3 S E Tricholoma unifactum AF241514   465/508 (92%) of 634 JF960844 
Agaricales 
Tricholomataceae Tricholoma sp. 5* S E 
Tricholoma saponaceum var. 
saponaceum DQ370440   614/631 (97%) of 633 
JF960845 
Agaricales Tricholomataceae Tricholoma sp. 6   S E 
Tricholoma albo-brunneum 
AF241520   624/670 (93%) of 669 
JF960846 
Agaricales Tricholomataceae Tricholoma sp. 7* R E Tricholoma acerbum AF377247   168/170 (99%) of 571 JF960847 
Agaricales Tricholomataceae Tricholoma sp. 8  S E Tricholoma sp. AF377180   164/164 of (100%) 590  JF960848 
Agaricales Tricholomataceae Tricholoma sp. 9 R E Tricholomataceae sp. EU819536   195/213 (92%) of 627 JF960849 














 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Agaricales Undet. Agaricales sp. 1^ S E 
Ectomycorrhizal fungal sp. 
EU444549   212/218 (97%) of 668 
JF960600 
Agaricales Undet. Agaricales sp. 2*^ S E Rhodocybe truncata EF421110   257/274 (94%) of 707 JF960601 
Agaricales Undet. Agaricales sp. 3*^ R Undet. 
Epacris pulchella root associated 
fungus AY627835   582/591 (98%) of 614 
JF960602 
Agaricales Undet. Agaricales sp. 4^ S E 
Epacris pulchella root associated 
fungus AY627835   500/505 (99%) of 504 
JF960603 
Agaricales Undet. Agaricales sp. 5^ R Undet. 
Epacris pulchella root associate 
AY627835   607/661 (92%) of 664 
JF960604 
Boletales Boletaceae Boletaceae sp. 2* S E Boletus pallidus DQ534564   177/177 (100%) of 458 JF960634 
Boletales Boletaceae Boletaceae sp. 3* S E Boletus spadiceus DQ066410   242/257 (94%) of 499 JF960635 
Boletales Boletaceae Boletaceae sp. 4^ S E morphologcally identified   n/a 
Boletales Boletaceae Boletaceae sp. 5 S H Leccinum carpini AF454588   169/172 (98%) of 593 JF960636 
Boletales Boletaceae Boletaceae sp. 6*  B H Leccinum carpini AF454588   259/283 (92%) of 864 JF960637 
Cantharellales Undet. Cantharellales sp. 1 R Undet. 
Uncultured Agaricomycetes clone 
HQ212022 579/650 (90%) of 627 
JF960638 
Cantharellales Clavariaceae Clavariaceae sp. 1 S E 
Uncultured Basidiomycota 
GU328628  51/543 (83%) of 493 
JF960640 
Cantharellales Clavariaceae Clavariaceae sp. 2 S E Clavulinopsis helvola EU118617   176/177 (99%) of 347 JF960641 
Cantharellales Clavariaceae Clavariaceae sp. 3^ S E Clavulinopsis helvola EU118617   175/176 (99%) of 583  JF960642 
Cantharellales Clavariaceae Clavariaceae sp. 4 S E Clavulinopsis helvola EU118617   177/178 (99%) of 545  JF960643 














 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Cantharellales Clavulinaceae Clavulina sp. 1* S E Clavulina cf. cristata DQ974710   583/629 (93%) of 637 JF960645 
Cantharellales Clavulinaceae Clavulina sp. 3* S E Clavulina cf. cristata DQ974710   590/625 (94%) of 659 JF960646 
Cantharellales Clavulinaceae Clavulina sp. 4 S E Clavulina sp. AY751563   592/642 (92%) of 669 JF960647 
Cantharellales Clavulinaceae Clavulina sp. 5* S E Clavulina cf. cristata DQ974710   569/623 of 639 (91%) JF960648 
Cantharellales Clavulinaceae Clavulina sp. 6 S E Clavulina cf. cristata DQ974710   574/627 (92%) of 664 JF960649 
Cantharellales Clavulinaceae Clavulina sp. 7 S E Clavulina cf. cristata DQ974710   591/628 (94%) of 635 JF960650 
Cantharellales Hydnaceae Hydnum sp. 1^ S E Hydnum repandum DQ367902   316/338 (93%) of 660 JF960784 
Cantharellales Hydnaceae Hydnum umbilicatum^ S E Hydnum umbilicatum AJ534973   284/308 (92%) of 613 JF960785 
Corticiales Corticiaceae Peniophorella sp. 1^ S E Peniophorella sp. DQ647480   591/593 (100%) of 658 JF960802 
Gomphales Gomphaceae Ramaria sp. 1 R Undet. Ramaria largentii EU652343   169/174 (97%) of 497 JF960805 
Hysterangiales Undet. Hysterangiales sp. 1 S H Gallacea eburne HQ533040 358/427 (81%) of 669 JF960786   
Hysterangiales Undet. Hysterangiales sp. 2 S H Gallacea eburne HQ533040  313/374 (84%) of 669 JF960787 
Russulales Amylostereaceae Artomyces sp. 1*^ S E 
Artomyces austropiperatus 
AF454408   604/622 (97%) of 625 
JF960611 
Russulales Amylostereaceae Artomyces sp. 2^ S E Artomyces candelabrus AF454419   607/617 (98%) of 652 JF960612 
Russulales Russulaceae Arcangeliella sp. 1* S H 
Arcangeliella camphorata 
EU644702   568/602 (94%) of 602 
JF960610 
Russulales Russulaceae Lactarius sp. 1* B E Lactarius eucalypti EU019923   562/564 (100%) of 662 JF960798 
Russulales Russulaceae Russula  persanguinea* B E Russula persanguinea EU019916   526/531 (99%) of 592 JF960806 
Russulales Russulaceae Russula sp. 1 S E Russula lepida AF418641   555/586 (95%) of 674 JF960807 
Russulales Russulaceae Russula sp. 2* R Undet. Russula neerimea EU019915   519/549 (95%) of 593 JF960808 














 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Russulales Russulaceae Russula sp. 5* B E Russula sp. EU019920   530/542 (98%) of 643 JF960810 
Russulales Russulaceae Russula sp. 6 R Undet. Russula sp. EU569264   217/224 (97%) of 627 JF960811 
Russulales Russulaceae Russula sp. 7 R Undet. Russula neerimea EU019915   519/555 (94%) of 621 JF960812 
Russulales Russulaceae Russula sp. 9* B H Russula vesca AF418610   558/563 (99%) of 563 JF960813 
Russulales Russulaceae Russula sp. 15* S E Russula purpureoflava  EU019917   541/547 (99%) of 647 JF960814 
Russulales Russulaceae Russula sp. 16* B E Russula clelandii DQ328136   591/631 (94%) of 642 JF960815   
Russulales Russulaceae Russula sp. 17 B E Russula tapawera EU019935   420/431 (97%) of 653 JF960816 
Russulales Russulaceae Russula sp. 19 S E Russula purpureoflava EU019917   510/537 (95%) of 703 JF960817 
Russulales Russulaceae Russulaceae sp. 1* B H Russula sinuata EU019943   521/533 (98%) of 664 JF960818 
Russulales Russulaceae Russulaceae sp. 2* S H Cystangium sessile EU019948   322/342 (94%) of 612 JF960819 
Russulales Russulaceae Russulaceae sp. 3 S H Cystangium sessile EU019948   517/548 (94%) of 612 JF960820 
Russulales Russulaceae Russulaceae sp. 4 B H Cystangium seminudum EU019947   529/548 (97%) of 637 JF960821 
Russulales Russulaceae Russulaceae sp. 8 S H Russula aff. pilosella EU019932   514/541 (95%) of 619 JF960822 
Russulales Russulaceae Russulaceae sp. 10 S H Russula violeipes AY061726   567/601 (94%) of 598 JF960823 
Russulales Russulaceae Russulaceae sp. 11 S H Gymnomyces fallax AY239349   515/535 (96%) of 580 JF960824 
Russulales Russulaceae Russulaceae sp. 12* S H Russula tapawera EU019935   416/431 (97%) of 593 JF960825 
Russulales Russulaceae Zelleromyces sp. 1* B H Lactarius sp. AY456344   662/681 (97%) of 698 JF960852 
Russulales Russulaceae Zelleromyces sp. 2* S H Lactarius sp. EF141552   527/577 (91%) of 665 JF960853 
Russulales Russulaceae Zelleromyces sp. 3* B H Lactarius imperceptus EU819485   541/577 (94%) of 668 JF960854 
Sebacinales Sebacinaceae Sebacinaceae sp. 1 R Undet. Sebacinaceae sp. EF372401   553/595 (93%) of 596 JF960766 














 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Sebacinales Sebacinaceae Sebacina sp. 2* R Undet. Sebacina sp. AF465191   538/591 (91%) of 580 JF960827 
Sebacinales Sebacinaceae Sebacina sp. 3 R Undet. Sebacina helvelloides AJ966750   287/314 (91%) of 554 JF960828 
Thelephorales Thelephoraceae Thelephoraceae sp. 1 R Undet. Tomentella sp. TSU83482   384/403 (95%) of 621 JF960830 
Thelephorales Thelephoraceae Thelephoraceae sp. 2 R Undet. 
Tomentellopsis zygodesmoides 
AJ410761   531/579 (92%) of 641 
JF960831 
Thelephorales Thelephoraceae Thelephoraceae sp. 4 R Undet. Ectomycorrhizal root tip AF476987   476/523 (91%) of 608 JF960832 
Thelephorales Thelephoraceae Thelephoraceae sp. 5* R Undet. Ectomycorrhizal root tip AF476987   576/610 (94%) of 636 JF960833 
Thelephorales Thelephoraceae Thelephoraceae sp. 6* R Undet. Tomentella lapidum AF272941   391/413 (95%) of 579 JF960834 
Thelephorales Thelephoraceae Thelephoraceae sp. 7* R Undet. Tomentella sp. TSU83482   452/475 (95%) of 640 JF960835 
Thelephorales Thelephoraceae Thelephoraceae sp. 8* R Undet. Tomentella lapidum AF272941   541/587 (92%) of 632 JF960836 
Thelephorales Thelephoraceae Thelephoraceae sp. 9  R Undet. Tomentella sp. TSU92537   573/638 (90%) of 631 JF960837 
Thelephorales Thelephoraceae Thelephoraceae sp. 10  R Undet. Tomentella sp. TSU92537   573/638 (90%) of 631 JF960838 
Thelephorales Thelephoraceae Thelephoraceae sp. 11 R Undet. Tomentella sp. AJ534914   480/506 (95%) of 596 JF960839 
Thelephorales Thelephoraceae Thelephoraceae sp. 12 R Undet. Tomentella sp. AJ534914   601/633 (95%) of 633 JF960840 
Thelephorales Thelephoraceae Thelephoraceae sp. 13 R Undet. Tomentella sp. AJ534914   599/635 (94%) of 636 JF960841 
Undet. Undet. Basidiomycete sp. 1^ S H Amphinema sp. AJ534707   175/176 (99%) of 640 JF960625 
Undet. Undet. Basidiomycete sp. 2^ R Undet. Bourdotia sp. DQ200925   159/165 (96%) of 504 JF960626 
Undet. Undet. Basidiomycete sp. 3^ R Undet. Exidia thuretiana AF291278   221/241 (92%) of 534 JF960627 
Undet. Undet. Basidiomycete sp. 5*^ R Undet. Mycolevis siccigleba AY963567   166/168 (99%) of 529 JF960628 
Undet. Undet. Basidiomycete sp. 6^ S H Fungal sp. HQ392609 441/620 (72%) of 618 JF960629 
Undet. Undet. Basidiomycete sp. 7^ R Undet. 
Vouchered mycorrhizae 















 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Undet. Undet. Basidiomycete sp. 8*^ R Undet. 
Unidentified basidiomycota sp. 
AF241326   413/434 (95%) of 614 
JF960631 
Undet. Undet. Basidiomycete sp. 10^ R Undet. 
Vouchered mycorrhizae 
(Basidiomycota) AM109903   346/359 (96%) of 574 
JF960632 
Undet. Undet. Basidiomycete sp. 11^ R Undet. 
Vouchered mycorrhizae 
(Basidiomycota) AM109903   139/147 (95%) of 632 
JF960633 
Undet. Undet. Basidiomycete sp. 12^ R Undet. 
Vouchered mycorrhizae 
(Basidiomycota) AM109903   288/300 (96%) of 630 
JF960634 
Undet. Undet. Basidiomycete sp. 14^ R Undet. 
Vouchered mycorrhizae 




Order Family OTU Sample Form 
GenBank/EMBL/DDBJ best 
match 
Percent similarity (best) 
GenBank Accession 















 E indicates epigeous sporocarp and Sq indicates sequestrate sporocarp. Under the heading sample R indicates sampled as root tip, S indicates sampled as sporocarp and B indicates sampled 
as both root tip and sporocarp. Undet. = undetermined. * indicates that the OTU was sampled in multiple plots and was used for statistical analyses in Chapter 5. 
^ 
indicates that the OTU was 
not used in phylogenetic analyses. 
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A12.4 Undetermined Phyla 
Order Family OTU Sample Form GenBank/EMBL/DDBJ best match Percent similarity (best) 
GenBank Accession 
Undet. Undet. Ectomycorrhizal sp. 1^ R Undet. 
Epacris pulchella root associated 
fungus AY627817   338/357 (95%) of 357 
JF960756 
Undet. Undet. Ectomycorrhizal sp. 2^ R Undet. 
Epacris pulchella root associated 
fungus AY627805   459/491 (93%) of 499 
JF960757 
Undet. Undet. Fungal sp. 1^ R Undet. Fungal sp. AY699684   512/522 (98%) of 540 JF960767 
Undet. Undet. Fungal sp. 2^ R Undet. Fungal sp. EU051624   200/216 (93%) of 655 JF960768 
Undet. Undet. Fungal sp. 3*^ B E Fungal sp. AY699684   213/221 (96%) of 543 JF960769 
Undet. Undet. Fungal sp. 4^ R Undet. Fungal sp. AY699667   447/458 (98%) of 491 JF960770 
Undet. Undet. Fungal sp. 5^ R Undet. Fungal sp. AM231379   394/441 (89%) of 530 JF960771 
Undet. Undet. Fungal sp. 6^ R Undet. Fungal endophyte sp. EU685988   246/265 (93%) of 636 JF960772 

















Appendix 13 Bray-Curtis similarity matrix showing similarity in soil fungal 
community composition of E. delegatensis forest sites used in Chapter 3. 
  N1 N7 N50 E1 E7 E50 S1 S7 S50 
N1                   
N7 0                 
N50 0 9.52               
E1 8.7 0 9.524             
E7 6.7 18.2 7.143 6.06           
E50 0 6.67 16 6.67 10.8         
S1 0 8.7 11.11 0 6.67 14.8       
S7 0 0 0 7.69 6.06 6.67 26     








Appendix 14 Eucalypt crown condition scores.  
Scores for individual trees are shown along with mean score for each plot ± SE, measured by 
the proportion of primary crown dieback (coded PCD see Chapter 2). 
Region 
Understorey 
type Plot Tree tag DBH 
Crown condition 
(PCD) 
north-east rainforest 1 A138 44.56 0.95 
    A139 99.63 0.00 
    A47 134.01 0.00 
    A48 186.21 0.00 
    A49 99.31 0.05 
    A50 81.49 0.00 
    A51 179.85 0.10 
    A86 38.83 0.95 
    A87 30.88 0.75 
    A88 39.15 0.80 
    
Mean ± SE 
n=10     0.36 ± 0.14 
north-east rainforest 2 A129 32.79 0.90 
    A132 33.42 0.80 
    A134 44.25 0.60 
    A135 84.03 0.30 
    A136 147.38 0.40 
    A42 152.79 0.30 
    A43 122.87 0.05 
    A44 123.19 0.25 
    A45 160.75 0.90 
    A46 149.29 0.70 
    
Mean ± SE 
n=10     0.52 ± 0.09 
north-east rainforest 3 A13 80.21 0.00 
    A14 137.51 0.25 
    A56 122.23 0.20 
    A57 59.84 0.00 
    A58 81.49 0.00 
    A83 102.50 0.05 
    
Mean ± SE 
n=6     0.08 ± 0.05 
north-east rainforest 4 A128 93.58 0.50 
    A137 123.50 0.20 
    A15 105.04 0.50 
    A16 190.99 0.15 
    A52 131.78 0.10 
    A53 154.38 0.20 
    A55 110.13 0.50 
    A61 132.10 0.10 
    A81 149.29 0.30 
    
Mean ± SE 






type Plot Tree tag DBH Crown condition (PCD) 
north-east sclerophyll 5 A107 48.06 0.60 
    A108 67.16 0.80 
    A112 134.65 0.75 
    A115 65.57 0.35 
    A117 130.83 0.05 
    A25 122.55 0.75 
    A26 155.33 0.25 
    A27 95.81 0.05 
    A28 81.17 0.40 
    A29 113.64 0.75 
    
Mean ± SE 
n=10     0.48 ± 0.09 
north-east sclerophyll 6 A10 78.94 0.70 
    A110 68.75 0.95 
    A113 113.32 0.40 
    A114 98.68 0.80 
    A116 113.95 0.30 
    A119 57.93 0.95 
    A30 176.98 0.05 
    A31 117.14 0.25 
    A32 122.55 0.40 
    A33 143.88 0.35 
    
Mean ± SE 
n=10     0.52 ± 0.10 
north-east sclerophyll 7 A118 125.73 0.10 
    A123 40.11 0.95 
    A124 62.71 0.95 
    A126 61.43 0.70 
    A24 137.19 0.70 
    A38 119.37 0.10 
    A39 123.82 0.55 
    A40 140.37 0.30 
    A41 127.01 0.70 
    A91 50.29 0.95 
    
Mean  ± SE 
n=10     0.60 ± 0.10 
north-east sclerophyll 8 A122 60.16 0.90 
    A125 41.06 0.90 
    A127 66.85 0.80 
    A131 59.21 0.90 
    A21 110.45 0.80 
    A22 54.75 0.80 
    A34 74.48 0.95 
    A35 97.40 0.80 
    A36 73.21 0.40 
    A37 79.58 0.50 
    
Mean  ± SE 






type Plot Tree tag DBH Crown condition (PCD) 
north-west rainforest 9 A1 59.21 0.95 
    A147 64.62 0.60 
    A148 54.11 0.90 
    A151 89.76 0.95 
    A152 50.93 0.50 
    A63 156.93 0.90 
    A64 143.88 0.80 
    A65 88.17 0.85 
    A66 86.90 1.00 
    A67 203.72 0.50 
    
Mean ± SE 
n=10     0.80 ± 0.06 
 
north-west rainforest 10 A03 205.95 0.10 
    A04 253.06 0.20 
    A59 276.93 0.05 
    A60 138.46 0.85 
    A62 191.62 0.10 
    
Mean ± SE 
n=5     0.26 ± 0.15 
north-west sclerophyll 11 A07 94.54 0.90 
    A140 73.21 0.70 
    A141 51.57 0.85 
    A142 55.39 0.75 
    A157 51.57 0.90 
    A158 56.02 0.90 
    A71 93.90 0.20 
    A72 104.72 0.80 
    A73 52.52 0.60 
    A75 60.48 1.00 
    
Mean ± SE 
n=10     0.76 ± 0.07 
north-west sclerophyll 12 A05 206.26 0.10 
    A08 120.32 0.80 
    A144 81.81 0.70 
    A146 67.48 0.90 
    A153 73.21 0.85 
    A154 75.76 0.95 
    A155 40.11 0.75 
    A68 89.76 0.90 
    A69 127.96 0.20 
    A70 179.21 0.40 
    
Mean ± SE 





Appendix 15 Locations of the three main study sites used in Chapters 2, 4 and 5.  
The map of Tasmania indicates Sites 1 and 2, Site 3 and the two major cities, Hobart and 
Launceston. A3.1 shows the topographic map (Mersey 1:100 000) of Sites 1 and 2, and 
photographs of the forest type. A3.2 shows the topographic map (Maurice 1:25 000) of Site 

















Appendix 16 Protocol for DNA extraction from ectomycorrhizal root tips and fungal 
sporocarps. 
 
1. Fresh or frozen material (approx. 100 mg) was ground in a 1.5 mL tube with a 
motorized pestle and a small amount of extraction buffer was added when 
necessary. 
2. 200 – 250 μL extraction buffer (Raeder and Broda 1985 see Appendix 8) was added 
and the sample was incubated at 65 
o
C for 1 hour (30-90 minutes). 
3. Tubes were centrifuged at  16 100 g for 15 minutes. 
4. Supernatant, up to 200 μl, was added to a 1.5 ml microcentrifuge tube containing 7 
μL of glass milk (see Appendix 8 for recipe) and 800 μL of NaI (see Appendix 8 for 
recipe) and vortexed briefly. 
5. Tubes were incubated on ice for 15 minutes, and shaken occasionally. 
6. Tubes were centrifuged at 16 100 g for 10 seconds.  
7. Supernatant was discarded and the pellet was re-suspended in 800μL wash buffer 
(see Appendix 3 for recipe) by vortexing. 
8. Tubes were centrifuged at 16 100 g for 10 seconds.  
9. Supernatant was discarded and the pellet was re-suspended in 800 μL cold 100 % 
ethanol. 
10. Tubes were centrifuge at 16 100 g for 10 seconds. 
11. Supernatant was discarded and tubes were inverted in laminar flow cabinet to dry. 
12. Pellet was re-suspended in 25μL TE buffer (see Appendix 8 for recipe) and 
incubated at 45 
o
C for 10 minutes. 
13. Tubes were centrifuged at 16 100 g for 1-2 minutes. 
14. 20 μL of supernatant was removed to a fresh 0.5 or 1.5 mL tube. 
  
References 
Raeder, U. and Broda, P. (1985). "Rapid preparation of DNA from filamentous 
fungi." Letters in Applied Microbiology 1: 17-20. 
Sambrook, J., Fritsch, E. F. and Maniatis, T. (1989). Molecular cloning: A Laboratory 






Appendix 17 PCR protocol for the amplification of ectomycorrhizal fungal DNA from 
sporocarp and root tip samples. 
PCR reactions contained 1 X NH4 reaction buffer (Bioline, London, UK), 2 mM magnesium 
chloride (MgCl2)(Fisher Biotec, Wembley, Australia), 0.2 mg/mL bovine serum albumin 
(BSA) (Fisher Biotec, Wembley, Australia), 200 µM deoxynucleotide triphosphate (dNTP) 
(Bioline, London, UK), 0.25 µM ITS1-F and 0.25 µM ITS4 (Geneworks, Adelaide, Australia), 
0.04 U/µL of MangoTaq DNA Polymerase (Bioline, London, UK) and 5 µL of DNA template. 
Final volume was adjusted to 50 µL with purified water (‘water for injection’ AstraZeneca, 
London, UK). 
The thermocycler program for PCR reactions consisted of: 95 °C for 2 minutes, then 35 
cycles of 95 °C for 30 seconds, 55 °C for 30 seconds and 72 °C for 30 seconds, with a final 
extension at 72 °C for 7 minutes then cooled to 14 °C for 1 minute. PCR was carried out 
using either an Applied Biosystems 2720 Thermal Cycler or MJ PTC-100 Programmable 
Thermal Controller. 
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Appendix 18 Abundance of plant species recorded in each of the 5 m x 5 m plots. Abundance was measured by the Domin scale (see Chapter 3 
methods). Ectomycorrhizal host species are marked with * in the first table. 
 
Plot No. 6 6 5 5 
Quadrat No. 60 63 66 69 Mean 48 51 54 57 Mean 
Region north-east north-east 
Understorey-type sclerophyll sclerophyll 
Acacia dealbata* 0.0 5.0 0.0 0.0 1.3 0.0 0.0 0.0 0.0 0.0 
Acacia melanoxylon* 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Acaena novae-zelandiae 0.5 0.5 1.0 0.0 0.5 0.5 1.0 0.5 0.0 0.5 
Atherosperma moschatum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Billardiera longiflora 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Blechnum spp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Blechnum wattsii 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Coprosma hirtella 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Coprosma nitida 0.5 1.0 0.5 0.5 0.6 1.0 10.0 1.0 1.0 3.3 
Corybas sp. 1.0 0.5 0.5 0.5 0.6 0.5 0.5 0.5 0.5 0.5 
Dianella tasmanica 5.0 0.0 0.0 0.0 1.3 0.0 0.0 0.0 0.0 0.0 
Dicksonia antarctica 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Drymophila cyanocarpa 0.5 0.0 0.0 0.5 0.3 0.0 0.0 0.0 0.0 0.0 
Eucalyptus dalrympleana* 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Eucalyptus delegatensis* 33.0 10.0 33.0 10.0 21.5 10.0 10.0 26.0 33.0 19.8 
Gahnia grandis 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Gahnia sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
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Plot No. 6 6 5 5 
Quadrat No. 60 63 66 69 Mean 48 51 54 57 Mean 
Region north-east north-east 
Understorey-type sclerophyll sclerophyll 
Gonocarpus spp. 0.5 0.0 0.0 0.0 0.1 0.5 0.0 0.0 0.0 0.1 
Histiopteris sp. 0.0 1.0 0.5 0.0 0.4 0.0 0.0 0.0 0.5 0.1 
Hydrocotyle sp. 1.0 0.0 0.5 1.0 0.6 1.0 1.0 5.0 0.5 1.9 
Hypolepis sp. 0.0 0.5 1.0 0.0 0.4 0.0 0.0 0.0 0.5 0.1 
Juncus sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Leptecophylla juniperina subsp. 
parviflora 5.0 0.0 0.0 0.0 1.3 0.0 1.0 0.0 0.0 0.3 
Leptospermum lanigerum* 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Lomatia tinctoria 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Lycopodium sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Monotoca glauca 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Nematolepis squamea 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Nothofagus cunninghamii* 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Olearia phlogopappa 0.5 1.0 1.0 0.0 0.6 0.0 0.0 1.0 0.5 0.4 
Oxylobium ellipticum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Persoonia juniperina 0.5 0.0 10.0 1.0 2.9 1.0 0.5 0.0 1.0 0.6 
Phyllocladus aspleniifolius 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Pimelea drupacea 0.0 0.5 0.5 0.0 0.3 0.0 0.5 0.0 0.5 0.3 
Pittosporum bicolor 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Poa sp. 0.0 1.0 0.0 1.0 0.5 10.0 5.0 10.0 10.0 8.8 
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Plot No. 6 6 5 5 
Quadrat No. 60 63 66 69 Mean 48 51 54 57 Mean 
Region north-east north-east 
Understorey-type sclerophyll sclerophyll 
Pteridium esculentum 1.0 0.0 0.5 1.0 0.6 0.5 0.0 0.0 1.0 0.4 
Pultenaea juniperina 33.0 5.0 0.0 10.0 12.0 75.0 75.0 26.0 75.0 62.8 
Stellaria pungens 0.5 0.5 1.0 1.0 0.8 1.0 1.0 5.0 10.0 4.3 
Tasmannia lanceolatus 5.0 0.5 0.5 0.5 1.6 0.5 0.5 0.0 0.5 0.4 
Viola hederacea 0.5 0.5 0.5 0.5 0.5 0.5 1.0 0.0 0.5 0.5 
Zieria arborescens 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Grass sp. 1.0 1.0 1.0 0.5 0.9 0.5 0.0 0.0 0.5 0.3 
Senecio sp. 0.5 0.5 0.5 0.5 0.5 0.5 0.5 0.0 0.5 0.4 
Luzula spp. 0.5 0.5 0.5 1.0 0.6 0.5 0.5 0.0 1.0 0.5 
Uncinia sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Oxalis sp. 1.0 0.5 1.0 0.5 0.8 1.0 0.5 1.0 1.0 0.9 
Asperula conferta 0.5 0.0 0.0 0.5 0.3 0.5 0.5 0.5 0.5 0.5 
Pimelea ligustrina 0.0 0.0 0.0 0.0 0.0 0.5 0.0 0.5 0.0 0.3 
Leptinella longipes 0.5 0.0 0.0 0.0 0.1 0.5 0.0 0.0 0.0 0.1 
Notelaea ligustrina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Melaleuca squarrosa* 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Unknown herb 0.0 0.0 0.0 0.0 0.0 0.0 0.5 0.0 0.0 0.1 
Plant species richness 24.0 20.0 18.0 18.0 20.0 22.0 19.0 14.0 21.0 19.0 
Total plant species richness     33     22 
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Plot No. 8 8 7 7 
Quadrat No. 36 39 42 45 Mean 25 28 31 34 Mean 
Region north-east north-east 
Understorey-type sclerophyll sclerophyll 
Acacia dealbata 0.0 0.5 0.0 0.0 0.1 0.0 0.0 1.0 10.0 2.8 
Acacia melanoxylon 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Acaena novae-zelandiae 0.0 0.0 0.5 0.0 0.3 0.0 0.0 0.0 0.0 0.0 
Atherosperma moschatum 0.0 1.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Billardiera longiflora 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Blechnum spp. 0.0 0.0 1.0 0.0 0.5 0.0 0.0 0.0 0.0 0.0 
Blechnum wattsii 1.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Coprosma hirtella 0.5 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Coprosma nitida 0.0 0.0 10.0 1.0 3.0 5.0 10.0 10.0 0.0 6.3 
Corybas sp. 0.0 0.0 0.5 0.5 0.4 0.0 0.5 0.5 0.0 0.3 
Dianella tasmanica 0.5 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Dicksonia antarctica 0.0 0.0 0.0 1.0 0.3 0.0 0.0 0.5 5.0 1.4 
Drymophila cyanocarpa 10.0 5.0 0.0 0.5 0.3 0.0 0.0 0.5 0.0 0.1 
Eucalyptus dalrympleana 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Eucalyptus delegatensis 0.0 0.0 10.0 10.0 8.8 10.0 26.0 26.0 10.0 18.0 
Gahnia grandis 0.5 0.5 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Gahnia sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Geranium sp. 0.0 0.0 1.0 0.0 0.5 0.0 0.0 0.0 0.5 0.1 
Gonocarpus spp. 0.5 0.0 0.5 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Histiopteris sp. 0.0 0.0 0.5 0.0 0.1 0.5 5.0 1.0 5.0 2.9 
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Plot No. 8 8 7 7 
Quadrat No. 36 39 42 45 Mean 25 28 31 34 Mean 
Region north-east north-east 
Understorey-type sclerophyll sclerophyll 
Hypolepis sp. 0.5 0.0 0.0 0.0 0.0 0.0 0.0 1.0 1.0 0.5 
Juncus sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.5 0.1 
Leptecophylla juniperina subsp. 
parviflora 0.0 0.0 0.0 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Leptospermum lanigerum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Lomatia tinctoria 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Lycopodium sp. 0.0 0.0 0.5 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Monotoca glauca 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Nematolepis squamea 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Nothofagus cunninghamii 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Olearia phlogopappa 0.0 10.0 0.0 0.0 0.0 1.0 0.5 0.0 0.5 0.5 
Oxylobium ellipticum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Persoonia juniperina 0.5 0.0 0.0 1.0 2.8 0.0 0.5 0.0 0.0 0.1 
Phyllocladus aspleniifolius 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Pimelea drupacea 1.0 0.0 0.0 0.0 0.1 0.0 0.5 0.0 0.0 0.1 
Pittosporum bicolor 10.0 50.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Poa sp. 0.5 0.0 50.0 0.5 12.9 0.5 5.0 0.0 1.0 1.6 
Polystichum proliferum 10.0 1.0 10.0 5.0 18.8 50.0 50.0 33.0 33.0 41.5 
Pteridium esculentum 0.5 0.5 1.0 0.0 0.4 5.0 1.0 0.0 0.0 1.5 
Pultenaea juniperina 26.0 5.0 10.0 5.0 6.5 5.0 5.0 0.5 10.0 5.1 
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Plot No. 8 8 7 7 
Quadrat No. 36 39 42 45 Mean 25 28 31 34 Mean 
Region north-east north-east 
Understorey-type sclerophyll sclerophyll 
Tasmannia lanceolatus 0.0 0.0 1.0 10.0 10.5 0.0 0.5 0.5 0.5 0.4 
Viola hederacea 0.5 0.5 1.0 0.0 0.4 0.0 0.0 0.0 0.0 0.0 
Zieria arborescens 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Grass sp. 1.0 0.5 1.0 0.5 0.6 0.0 0.5 0.5 0.0 0.3 
Senecio sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Luzula spp. 0.0 0.0 0.5 0.5 0.6 0.5 0.5 0.0 0.5 0.4 
Uncinia sp. 0.5 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Oxalis sp. 0.5 0.0 0.5 0.0 0.1 0.5 0.0 0.0 0.0 0.1 
Asperula conferta 0.0 0.0 0.5 0.0 0.3 0.0 0.0 0.0 0.0 0.0 
Pimelea ligustrina 33.0 0.0 0.5 0.0 0.3 0.0 0.0 0.5 0.0 0.1 
Leptinella longipes 0.0 0.0 0.5 0.5 0.3 0.0 0.0 0.0 0.0 0.0 
Notelaea ligustrina 0.0 0.0 0.0 0.0 8.3 0.0 0.0 0.0 0.0 0.0 
Melaleuca squarrosa 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Unknown herb 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Plant species richness 21.0 11.0 22.0 14.0 17.0 12.0 15.0 14.0 14.0 13.8 
Total plant species richness     21     21 
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Plot No. 9 9 10 10 
Quadrat No. 96 99 102 105 Mean 108 111 114 117 Mean 
Region north-west north-west 
Understorey-type rainforest rainforest 
Acacia dealbata 0.5 0.0 1.0 0.0 0.4 0.0 0.0 0.0 0.0 0.0 
Acacia melanoxylon 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Acaena novae-zelandiae 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Atherosperma moschatum 0.0 0.0 0.0 10.0 2.5 0.0 0.0 0.0 0.0 0.0 
Billardiera longiflora 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Blechnum spp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Blechnum wattsii 0.0 0.0 0.0 0.0 0.0 0.5 0.0 0.0 0.0 0.1 
Coprosma hirtella 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Coprosma nitida 0.0 0.5 0.0 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Corybas sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Dianella tasmanica 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Dicksonia antarctica 0.0 5.0 0.0 0.0 1.3 0.5 0.0 26.0 0.0 6.6 
Drymophila cyanocarpa 0.5 0.5 0.5 0.5 0.5 0.0 0.0 0.5 0.5 0.3 
Eucalyptus dalrympleana 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Eucalyptus delegatensis 5.0 5.0 1.0 5.0 4.0 1.0 0.0 0.0 10.0 2.8 
Gahnia grandis 0.0 0.0 0.0 0.0 0.0 0.0 0.0 5.0 5.0 2.5 
Gahnia sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Geranium sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Gonocarpus spp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
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Plot No. 9 9 10 10 
Quadrat No. 96 99 102 105 Mean 108 111 114 117 Mean 
Region north-west north-west 
Understorey-type rainforest rainforest 
Hydrocotyle sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Hypolepis sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Juncus sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Leptecophylla juniperina subsp. 
parviflora 10.0 5.0 0.5 0.0 3.9 1.0 1.0 0.0 0.0 0.5 
Leptospermum lanigerum 25.0 1.0 0.0 10.0 9.0 0.0 0.0 0.0 0.0 0.0 
Lomatia tinctoria 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Lycopodium sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Monotoca glauca 0.0 0.0 0.0 0.0 0.0 0.0 0.5 0.0 0.0 0.1 
Nematolepis squamea 25.0 50.0 0.0 0.0 18.8 0.5 0.0 0.5 0.0 0.3 
Nothofagus cunninghamii 0.5 1.0 50.0 75.0 31.6 10.0 50.0 75.0 95.0 57.5 
Olearia phlogopappa 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Oxylobium ellipticum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Persoonia juniperina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Phyllocladus aspleniifolius 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Pimelea drupacea 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Pittosporum bicolor 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Poa sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Polystichum proliferum 0.5 1.0 0.0 5.0 1.6 5.0 0.0 1.0 0.0 1.5 
Pteridium esculentum 0.5 0.0 0.0 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
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Plot No. 9 9 10 10 
Quadrat No. 96 99 102 105 Mean 108 111 114 117 Mean 
Region north-west north-west 
Understorey-type rainforest rainforest 
Stellaria pungens 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Tasmannia lanceolatus 0.0 0.0 0.0 0.0 0.0 0.0 1.0 0.5 0.5 0.5 
Viola hederacea 0.0 0.5 0.0 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Zieria arborescens 0.0 0.0 0.0 0.0 0.0 0.0 0.5 0.0 0.0 0.1 
Grass sp. 0.5 0.0 0.0 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Senecio sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Luzula spp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Uncinia sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Oxalis sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Asperula conferta 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Pimelea ligustrina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Leptinella longipes 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Notelaea ligustrina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Melaleuca squarrosa 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Unknown herb 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Plant species richness 10.0 10.0 5.0 6.0 7.8 7.0 5.0 7.0 5.0 6.0 
Total plant species richness     15     10 
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Plot No. 2 2 1 1 
Quadrat No. 84 87 90 93 Mean 72 75 78 81 Mean 
Region north-east north-east 
Understorey-type rainforest rainforest 
Acacia dealbata 26.0 10.0 5.0 0.0 10.3 5.0 0.0 10.0 0.0 3.8 
Acacia melanoxylon 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Acaena novae-zelandiae 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Atherosperma moschatum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Billardiera longiflora 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Blechnum spp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Blechnum wattsii 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Coprosma hirtella 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Coprosma nitida 0.0 0.0 0.5 0.0 0.1 1.0 0.5 0.5 0.0 0.5 
Corybas sp. 0.0 0.5 0.0 0.0 0.1 0.0 0.5 0.0 0.0 0.1 
Dianella tasmanica 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Dicksonia antarctica 10.0 1.0 0.0 5.0 4.0 1.0 0.0 0.0 33.0 8.5 
Drymophila cyanocarpa 0.0 0.5 0.5 0.0 0.3 0.5 0.5 0.5 0.0 0.4 
Eucalyptus dalrympleana 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Eucalyptus delegatensis 5.0 10.0 0.5 5.0 5.1 10.0 26.0 33.0 5.0 18.5 
Gahnia grandis 1.0 1.0 0.0 0.0 0.5 5.0 5.0 10.0 0.0 5.0 
Gahnia sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Geranium sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Gonocarpus spp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Histiopteris sp. 0.0 0.0 0.0 0.0 0.0 1.0 0.0 0.0 0.0 0.3 














 359      
 
Plot No. 2 2 1 1 
Quadrat No. 84 87 90 93 Mean 72 75 78 81 Mean 
Region north-east north-east 
Understorey-type rainforest rainforest 
Hypolepis sp. 0.0 5.0 0.5 0.5 1.5 26.0 10.0 1.0 10.0 11.8 
Juncus sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Leptecophylla juniperina subsp. 
parviflora 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Leptospermum lanigerum 26.0 50.0 50.0 50.0 44.0 26.0 10.0 26.0 10.0 18.0 
Lomatia tinctoria 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Lycopodium sp. 0.0 1.0 0.0 0.0 0.3 0.0 1.0 0.5 0.0 0.4 
Monotoca glauca 0.0 0.0 0.5 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Nematolepis squamea 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Nothofagus cunninghamii 10.0 0.0 0.0 0.0 2.5 0.0 0.0 0.0 0.0 0.0 
Olearia phlogopappa 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Oxylobium ellipticum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Persoonia juniperina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 5.0 0.0 1.3 
Phyllocladus aspleniifolius 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Pimelea drupacea 0.0 0.5 0.0 0.5 0.3 0.0 0.5 0.5 0.0 0.3 
Pittosporum bicolor 10.0 0.0 0.0 0.0 2.5 0.0 0.0 26.0 10.0 9.0 
Poa sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Polystichum proliferum 0.0 1.0 1.0 5.0 1.8 0.0 5.0 5.0 0.5 2.6 
Pteridium esculentum 0.0 0.0 0.0 0.0 0.0 0.0 1.0 0.5 0.5 0.5 
Pultenaea juniperina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
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Plot No. 2 2 1 1 
Quadrat No. 84 87 90 93 Mean 72 75 78 81 Mean 
Region north-east north-east 
Understorey-type rainforest rainforest 
Tasmannia lanceolatus 10.0 5.0 10.0 1.0 6.5 10.0 26.0 5.0 0.5 10.4 
Viola hederacea 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Zieria arborescens 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Grass sp. 0.0 0.5 0.0 0.5 0.3 0.0 0.5 0.0 0.0 0.1 
Senecio sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Luzula spp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Uncinia sp. 0.0 1.0 0.5 1.0 0.6 0.5 0.0 0.5 0.0 0.3 
Oxalis sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Asperula conferta 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Pimelea ligustrina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Leptinella longipes 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Notelaea ligustrina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Melaleuca squarrosa 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Unknown herb 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Plant species richness 8.0 14.0 10.0 9.0 10.3 11.0 13.0 15.0 8.0 11.8 
Total plant species richness     15     16 
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Plot 12 12 3 3 
Quadrat No. 120 123 126 129 Mean 16 19 22 13 Mean 
Region north-west north-east 
Understorey-type sclerophyll rainforest 
Acacia dealbata 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Acacia melanoxylon 5.0 0.0 0.0 5.0 2.5 0.0 0.0 0.0 0.0 0.0 
Acaena novae-zelandiae 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Atherosperma moschatum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Billardiera longiflora 0.0 0.5 0.0 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Blechnum spp. 75.0 33.0 0.0 33.0 35.3 0.0 0.0 0.0 0.0 0.0 
Blechnum wattsii 0.0 0.0 10.0 5.0 3.8 0.0 0.0 0.0 0.0 0.0 
Coprosma hirtella 0.0 0.5 0.0 0.5 0.3 0.0 0.0 0.0 0.0 0.0 
Coprosma nitida 0.0 0.0 0.0 0.0 0.0 0.0 0.0 1.0 0.0 0.3 
Corybas sp. 0.5 0.5 0.5 0.5 0.5 0.0 0.0 0.0 0.0 0.0 
Dianella tasmanica 5.0 5.0 5.0 5.0 5.0 0.0 0.0 0.0 0.0 0.0 
Dicksonia antarctica 0.0 0.0 0.0 0.0 0.0 5.0 0.0 0.0 0.0 1.3 
Drymophila cyanocarpa 0.5 0.5 0.5 0.5 0.5 0.5 0.5 0.5 0.0 0.4 
Eucalyptus dalrympleana 0.0 0.0 10.0 0.5 2.6 0.0 0.0 0.0 0.0 0.0 
Eucalyptus delegatensis 10.0 25.0 33.0 10.0 19.5 0.0 10.0 5.0 0.0 3.8 
Gahnia grandis 5.0 0.0 10.0 0.0 3.8 10.0 0.0 1.0 0.0 2.8 
Gahnia sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Geranium sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Gonocarpus spp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Histiopteris sp. 0.0 0.0 0.0 0.0 0.0 5.0 10.0 1.0 5.0 5.3 
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Plot 12 12 3 3 
Quadrat No. 120 123 126 129 Mean 16 19 22 13 Mean 
Region north-west north-east 
Understorey-type sclerophyll rainforest 
Hypolepis sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Juncus sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Leptecophylla juniperina subsp. 
parviflora 0.0 10.0 5.0 10.0 6.3 0.0 0.0 0.0 0.0 0.0 
Leptospermum lanigerum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 1.0 1.0 0.5 
Lomatia tinctoria 0.0 1.0 0.0 0.0 0.3 0.0 0.0 0.0 0.0 0.0 
Lycopodium sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Monotoca glauca 5.0 10.0 25.0 10.0 12.5 0.0 0.0 0.0 0.0 0.0 
Nematolepis squamea 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Nothofagus cunninghamii 0.0 0.0 0.0 0.0 0.0 0.5 0.5 50.0 5.0 14.0 
Olearia phlogopappa 0.0 0.5 0.0 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Oxylobium ellipticum 0.0 5.0 0.0 0.0 1.3 0.0 0.0 0.0 0.0 0.0 
Persoonia juniperina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Phyllocladus aspleniifolius 0.0 0.0 0.0 0.0 0.0 0.0 1.0 1.0 0.0 0.5 
Pimelea drupacea 0.5 0.5 0.5 0.5 0.5 0.5 0.5 0.5 0.5 0.5 
Pittosporum bicolor 0.5 0.0 0.0 0.0 0.1 10.0 0.0 1.0 0.0 2.8 
Poa sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Polystichum proliferum 0.0 0.0 0.0 0.0 0.0 0.0 0.5 0.0 0.0 0.1 
Pteridium esculentum 0.5 0.5 0.5 0.5 0.5 0.0 0.0 0.0 0.0 0.0 
Pultenaea juniperina 1.0 10.0 5.0 5.0 5.3 0.0 0.0 0.0 0.0 0.0 
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Plot 12 12 3 3 
Quadrat No. 120 123 126 129 Mean 16 19 22 13 Mean 
Region north-west north-east 
Understorey-type sclerophyll rainforest 
Tasmannia lanceolatus 5.0 0.0 0.0 0.5 1.4 0.5 10.0 5.0 10.0 6.4 
Viola hederacea 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Zieria arborescens 1.0 0.0 0.0 0.0 0.3 0.0 0.0 0.0 0.0 0.0 
Grass sp. 0.5 0.5 0.0 0.0 0.3 0.0 0.0 0.0 0.0 0.0 
Senecio sp. 0.0 0.0 0.0 0.5 0.1 0.0 0.0 0.0 0.0 0.0 
Luzula spp. 0.0 0.0 0.5 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Uncinia sp. 0.0 0.5 0.0 0.5 0.3 0.0 0.0 0.0 0.0 0.0 
Oxalis sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Asperula conferta 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Pimelea ligustrina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Leptinella longipes 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Notelaea ligustrina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Melaleuca squarrosa 0.0 0.0 0.0 0.0 0.0 0.0 26.0 0.0 5.0 7.8 
Unknown herb 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Plant species richness 16.0 17.0 13.0 17.0 15.8 7.0 9.0 11.0 6.0 8.3 
Total plant species richness     20     20 
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Plot No. 11 11 4 4 
Quadrat No. 132 135 138 141 Mean 1 4 7 10 Mean 
Region north-west north-east 
Understorey-type sclerophyll rainforest 
Acacia dealbata 0.0 0.0 0.0 0.0 0.0 10.0 0.0 0.0 0.0 2.5 
Acacia melanoxylon 0.0 0.0 0.0 33.0 8.3 0.0 0.0 0.0 0.0 0.0 
Acaena novae-zelandiae 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Atherosperma moschatum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Billardiera longiflora 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Blechnum spp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Blechnum wattsii 5.0 10.0 0.0 1.0 4.0 0.0 0.0 0.0 0.0 0.0 
Coprosma hirtella 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Coprosma nitida 0.0 0.0 0.0 0.0 0.0 0.0 0.5 0.0 5.0 1.4 
Corybas sp. 0.5 0.0 0.0 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Dianella tasmanica 0.5 0.0 1.0 0.5 0.5 0.0 0.0 0.0 0.0 0.0 
Dicksonia antarctica 0.0 10.0 0.5 0.0 2.6 0.5 0.0 0.0 0.0 0.1 
Drymophila cyanocarpa 0.5 0.0 0.5 0.5 0.4 0.0 0.5 0.0 0.0 0.1 
Eucalyptus dalrympleana 5.0 0.0 10.0 50.0 16.3 0.0 0.0 0.0 0.0 0.0 
Eucalyptus delegatensis 5.0 1.0 5.0 5.0 4.0 50.0 0.0 0.0 1.0 12.8 
Gahnia grandis 0.0 0.0 0.0 0.0 0.0 0.0 0.0 1.0 0.0 0.3 
Gahnia sp. 0.0 0.0 0.0 0.0 0.0 0.0 5.0 0.0 0.0 1.3 
Geranium sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Gonocarpus spp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
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Plot No. 11 11 4 4 
Quadrat No. 132 135 138 141 Mean 1 4 7 10 Mean 
Region north-west north-east 
Understorey-type sclerophyll rainforest 
Hydrocotyle sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Hypolepis sp. 0.0 0.0 0.0 0.5 0.1 0.0 0.0 0.0 0.0 0.0 
Juncus sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Leptecophylla juniperina subsp. 
parviflora 0.0 1.0 0.0 0.5 0.4 0.0 0.0 0.0 0.0 0.0 
Leptospermum lanigerum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Lomatia tinctoria 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Lycopodium sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Monotoca glauca 75.0 25.0 50.0 26.0 44.0 0.0 0.0 0.0 0.0 0.0 
Nematolepis squamea 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Nothofagus cunninghamii 0.0 0.0 0.0 0.0 0.0 10.0 75.0 10.0 5.0 25.0 
Olearia phlogopappa 0.0 0.0 0.5 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Oxylobium ellipticum 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Persoonia juniperina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Phyllocladus aspleniifolius 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Pimelea drupacea 0.5 0.5 0.5 0.0 0.4 0.0 0.0 0.0 0.5 0.1 
Pittosporum bicolor 0.5 26.0 1.0 0.0 6.9 0.0 0.0 0.0 0.0 0.0 
Poa sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Polystichum proliferum 0.0 1.0 0.0 0.0 0.3 10.0 10.0 50.0 10.0 20.0 
Pteridium esculentum 0.5 0.5 0.0 1.0 0.5 0.0 0.0 0.0 0.0 0.0 
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Plot No. 11 11 4 4 
Quadrat No. 132 135 138 141 Mean 1 4 7 10 Mean 
Region north-west north-east 
Understorey-type sclerophyll rainforest 
Stellaria pungens 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.5 0.5 0.3 
Tasmannia lanceolatus 10.0 10.0 0.0 0.5 5.1 10.0 0.0 1.0 1.0 3.0 
Viola hederacea 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Zieria arborescens 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Grass sp. 0.5 0.0 0.0 0.0 0.1 0.0 0.0 0.0 0.0 0.0 
Senecio sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Luzula spp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.5 0.0 0.1 
Uncinia sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.5 0.5 0.3 
Oxalis sp. 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Asperula conferta 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Pimelea ligustrina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Leptinella longipes 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Notelaea ligustrina 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Melaleuca squarrosa 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Unknown herb 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 
Plant species richness 12.0 10.0 9.0 11.0 10.5 7.0 6.0 8.0 9.0 7.5 
Total plant species richness     23     16 

















Appendix 19 Summary of ectomycorrhizal root tip samples. Entries in bold are those 



























A48 1 10.9.08 6 3 2 0 0 1 
A88 1 10.9.08 7 1 0 0 0 1 
A48 1 12.11.07 27 5 2 0 3 0 
A87 1 12.11.07 28 4 4 0 0 0 
A85 1 12.11.07 29 1 1 0 0 0 
A86 1 12.11.07 30 4 2 0 1 1 
A88 1 12.11.07 31 3 3 0 0 0 
A47 1 3.7.07 85 2 1 1 0 0 
A49 1 7.7.07 102 7 3 0 1 3 
A47 1 10.9.08 117 0 0 - - - 
A132 2 10.9.08 8 3 2 1 0 0 
A192 2 10.9.08 9 3 3 0 0 0 
A195 2 10.9.08 10 3 2 1 0 0 
A76 2 12.11.07 32 5 3 0 2 0 
A77 2 12.11.07 33 2 2 0 0 0 
A78 2 12.11.07 34 1 0 0 0 1 
A79 2 12.11.07 35 1 1 0 0 0 
A80 2 12.11.07 36 1 0 0 1 0 
A45 2 3.7.07 87 6 4 0 2 0 
A46 2 3.7.07 88 6 1 0 5 0 
A13  3 10.9.08 14 18 15 2 1 0 
A14 3 10.9.08 15 3 3 0 0 0 
A56 3 10.9.08 16 2 1 1 0 0 
A14 3 12.11.07 37 1 1 0 0 0 
A58 3 12.11.07 38 5 0 0 5 0 
A83 3 12.11.07 39 11 7 0 3 1 
A56 3 7.7.07 104 8 1 0 7 0 
A57 3 7.7.07 105 5 4 0 1 0 
A14 3 12.11.07 109 1 0 0 1 0 
A58 3 12.11.07 110 4 3 1 0 0 
A128 4 10.9.08 19 7 3 3 1 0 
A55 4 12.11.07 20 2 2 0 0 0 






























A52 4 12.11.07 40 11 8 0 2 1 
A55 4 12.11.07 41 1 1 0 0 0 
A81 4 12.11.07 42 4 3 1 0 0 
A82 4 12.11.07 43 9 9 0 0 0 
A53 4 7.7.07 106 9 7 0 1 1 
A55 4 7.7.07 107 4 3 0 1 0 
A15 4 10.9.08 118 0 0 - - - 
A191 5 10.9.08 4 4 4 0 0 0 
A105 5 13.11.07 49 3 2 0 0 1 
A106 5 13.11.07 50 3 1 0 0 2 
A107 5 13.11.07 51 4 3 0 1 0 
A108 5 13.11.07 52 5 5 0 0 0 
A28 5 13.11.07 53 3 2 0 1 0 
A189 5 10.9.08 86 0 0 - - - 
A27 5 4.7.07 90 3 3 0 0 0 
A29 5 4.7.07 91 5 3 1 1 0 
A190 5 10.9.08 103 0 0 - - - 
A122 6 10.9.08 1 2 1 1 0 0 
A166 6 10.9.08 2 3 3 0 0 0 
A167 6 10.9.08 3 3 3 0 0 0 
A109 6 13.11.07 44 3 3 0 0 0 
A110 6 13.11.07 45 1 1 0 0 0 
A111 6 13.11.07 46 6 6 0 0 0 
A12 6 13.11.07 47 11 9 0 2 0 
A30 6 13.11.07 48 3 2 0 0 1 
A10 6 4.7.07 83 0 0 - - - 
A32 6 4.7.07 89 3 3 0 0 0 
A24 7 13.11.07 57 6 4 1 1 0 
A90 7 13.11.07 58 5 3 0 1 1 
A91 7 13.11.07 59 3 2 0 0 1 
A92 7 13.11.07 60 5 4 0 0 1 
A89 7 13.11.07 82 0 0 - - - 
A38 7 8.7.07 84 0 0 - - - 
A24 7 8.7.07 108 4 2 0 2 0 
A164 7 10.9.08 114 0 0 - - - 






























A38 7 10.9.08 116 0 0 - - - 
A100 8 13.11.07 54 2 2 0 0 0 
A103 8 13.11.07 55 2 2 0 0 0 
A105 8 13.11.07 56 5 4 0 0 1 
A100 8 10.9.08 80 0 0 - - - 
A34 8 13.11.07 81 0 0 - - - 
A36 8 4.7.07 92 2 2 0 0 0 
A34 8 7.7.07 101 2 2 0 0 0 
A188 8 10.9.08 112 0 0 - - - 
A194 8 10.9.08 113 0 0 - - - 
A102 8 13.11.07 120 0 0 - - - 
A152 9 10.9.08 5 2 2 0 0 0 
A168 9 12.10.08 22 6 4 1 0 1 
A147 9 12.10.08 23 6 4 1 0 1 
A147 9 15.11.07 61 3 3 0 0 0 
A148 9 15.11.07 62 8 7 0 0 1 
A149 9 15.11.07 63 9 4 0 3 2 
A150 9 15.11.07 64 6 2 0 2 2 
A64 9 15.11.07 65 9 6 0 1 2 
A63 9 5.7.07 93 10 6 1 2 1 
A65 9 5.7.07 94 15 6 0 9 0 
A179 10 12.10.08 24 2 2 0 0 0 
A181 10 12.10.08 25 9 9 0 0 0 
A60 10 12.10.08 26 1 1 0 0 0 
A3 10 15.11.07 66 10 6 0 2 2 
A4  10 15.11.07 67 4 4 0 0 0 
A60 10 15.11.07 68 4 4 0 0 0 
A62 10 15.11.07 69 5 2 0 3 0 
A3 10 5.7.07 95 15 12 1 1 1 
A60 10 5.7.07 96 12 10 0 2 0 
A60 10 15.11.07 111 6 6 0 0 0 
A169 11 10.9.08 17 1 1 0 0 0 
A175 11 10.9.08 18 5 4 0 0 1 
A140 11 15.11.07 75 3 2 0 1 0 
A141 11 15.11.07 76 7 7 0 0 0 






























A6  11 15.11.07 78 2 2 0 0 0 
A7  11 15.11.07 79 3 3 0 0 0 
A72 11 6.5.07 98 5 5 0 0 0 
A71 11 6.7.07 100 3 2 0 1 0 
A75 11 12.10.08 119 0 0 - - - 
A143 12 10.9.08 11 5 5 0 0 0 
A170 12 10.9.08 12 10 9 0 0 1 
A5 12 10.9.08 13 2 2 0 0 0 
A143 12 15.11.07 70 3 3 0 0 0 
A144 12 15.11.07 71 1 0 0 1 0 
A145 12 15.11.07 72 4 2 0 1 1 
A146 12 15.11.07 73 5 3 0 2 0 
A70 12 15.11.07 74 1 0 0 1 0 
A70 12 5.7.07 97 2 1 0 1 0 
A5 12 6.7.07 99 10 2 0 7 1 
Total       493 348 19 89 37 
 
 
 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Appendix 20 List of all root tip samples collected throughout the study. Where samples were identified as non-mycorrhizal, the 
species having closest match from a public database is shown in the OTU column. ECM = identified as ECM species, ECM-F = 
identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, nM = sequenced and non-mycorrhizal, pS = 
poor quality sequence, Undet. = undetermined. 
 








date Plot Identified  
Basidiomycota Agaricales   Agaricales sp. 3 3674 A192 9 10.9.08 2 ECM 
Basidiomycota Agaricales   Agaricales sp. 5 3082 A110 45 13.11.07 6 ECM 
Basidiomycota Agaricales   Agaricales sp. AM084419   1159 A3 95 5.7.07 10 nM 
Ascomycota     Ascomycete sp. 1 3682 A48 6 10.9.08 1 ECM 
Ascomycota     Ascomycete sp. 1 3087 A24 57 13.11.07 7 ECM 
Ascomycota     Ascomycete sp. 1 3045 A148 62 15.11.07 9 ECM 
Ascomycota     Ascomycete sp. 3  3340 A87 28 12.11.07 1 ECM 
Ascomycota     Ascomycete sp. 3  3305 A83 39 12.11.07 3 ECM 
Ascomycota     Ascomycete sp. 6 3667 A170 12 10.9.08 12 ECM 
Ascomycota     Ascomycete sp. 8 3591 A181 25 12.10.08 10 ECM 
Ascomycota     Ascomycete sp. 8 3594 A181 25 12.10.08 10 ECM 
Ascomycota     Ascomycete sp. 10  3271 A142 77 15.11.07 11 ECM 
Ascomycota     Ascomycete sp. 20 3047 A148 62 15.11.07 9 ECM 
Ascomycota     Ascomycete sp. 21 3660 A170 12 10.9.08 12 ECM 
Ascomycota Ascomycete sp. 30 3644 A168 22 12.10.08 9 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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date Plot Identified  
Basidiomycota     Basidiomycete sp. 2 3727 A179 24 12.10.08 10 ECM 
Basidiomycota     Basidiomycete sp. 3 3303 A83 39 12.11.07 3 ECM 
Basidiomycota     Basidiomycete sp. 5 3732 A195 10 10.9.08 2 ECM 
Basidiomycota     Basidiomycete sp. 5 1278 A53 106 7.7.07 4 ECM 
Basidiomycota     Basidiomycete sp. 5 1285 A55 107 7.7.07 4 ECM 
Basidiomycota     Basidiomycete sp. 7 1235 A46 88 3.7.07 2 ECM 
Basidiomycota     Basidiomycete sp. 8 3052B A100 54 13.11.07 8 ECM 
Basidiomycota     Basidiomycete sp. 8 3247 A64 65 15.11.07 9 ECM 
Basidiomycota     Basidiomycete sp. 10 909 A65 94 5.7.07 9 ECM 
Basidiomycota     Basidiomycete sp. 11 1225 A24 108 8.7.07 7 ECM 
Basidiomycota     Basidiomycete sp. 12 3589 A181 25 12.10.08 10 ECM 
Basidiomycota     Basidiomycete sp. 14 1217 A32 89 4.7.07 6 ECM 
Basidiomycota Boletales Boletaceae Boletaceae sp. 6  3746 A13  14 10.9.08 3 ECM 
Anamorph     
Caulobacter crescentus 
AE005673   931 A63 93 5.7.07 9 nM 
Ascomycota     Cenococcum geophilum 3193 A143 70 15.11.07 12 ECM 
Ascomycota     Cenococcum geophilum 3186 A141 76 15.11.07 11 ECM 
Ascomycota     Cenococcum geophilum 3187 A141 76 15.11.07 11 ECM 
Basidiomycota Cantharellales Clavariaceae Clavariaceae sp. 6 3599 A147 23 12.10.08 9 ECM 
Basidiomycota Cantharellales Clavariaceae Clavariaceae sp. 6 3602 A147 23 12.10.08 9 ECM 
Basidiomycota Cantharellales Clavariaceae Clavariaceae sp. 6 1158 A3 95 5.7.07 10 ECM 
Basidiomycota Cantharellales Clavariaceae Clavariaceae sp. 6 1143 A72 98 6.5.07 11 ECM 
Basidiomycota Cantharellales Clavariaceae Clavariaceae sp. 6 1146 A72 98 6.5.07 11 ECM 
Basidiomycota Agaricales Cortinariaceae 3371 A14 37 12.11.07 3 ECM-F 
Basidiomycota Agaricales Cortinariaceae 
 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Basidiomycota Agaricales Cortinariaceae Cortinariaceae sp. 2 3302 A83 39 12.11.07 3 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinariaceae sp. 3 3277 A142 77 15.11.07 11 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius 3681 A48 6 10.9.08 1 ECM-G 
Basidiomycota Agaricales Cortinariaceae Cortinarius 3762 A56 16 10.9.08 3 ECM-G 
Basidiomycota Agaricales Cortinariaceae Cortinarius 1219 A32 89 4.7.07 6 ECM-G 
Basidiomycota Agaricales Cortinariaceae Cortinarius aff. cannarius  949 A72 98 6.5.07 11 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius aff. cannarius  1145 A72 98 6.5.07 11 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius aff. rotundisporus 3331 A52 40 12.11.07 4 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius aff. rotundisporus 1182 A45 87 3.7.07 2 ECM 




tasmacamphoratus 942 A60 96 5.7.07 10 
ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 2 3606 A5 13 10.9.08 12 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 11 1149 A3 95 5.7.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 11 1151 A3 95 5.7.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 11 1156 A3 95 5.7.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 11 1162 A3 95 5.7.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 12 3028 A82 43 12.11.07 4 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 21 3598 A147 23 12.10.08 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 21 3600 A147 23 12.10.08 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 21 3214 A147 61 15.11.07 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 21 3215 A147 61 15.11.07 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 21 3124 A60 68 15.11.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 21 940 A60 96 5.7.07 10 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 27 3048 A148 62 15.11.07 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 28 3070 A12 47 13.11.07 6 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 29 1155 A3 95 5.7.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 40 3042 A148 62 15.11.07 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 41 3661 A170 12 10.9.08 12 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 41 3662 A170 12 10.9.08 12 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 41 3663 A170 12 10.9.08 12 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 46     1144 A72 98 6.5.07 11 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 46     1279 A53 106 7.7.07 4 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 49 3272 A142 77 15.11.07 11 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 56 3749 A13  14 10.9.08 3 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 56 3754 A13  14 10.9.08 3 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 56 3005 A83 39 12.11.07 3 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 56 3019 A82 43 12.11.07 4 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 56 3216 A147 61 15.11.07 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 56 3167 A149 63 15.11.07 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 56 3101 A150 64 15.11.07 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 56 1191 A71 100 6.7.07 11 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 58 3756 A14 15 10.9.08 3 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 58 3757 A14 15 10.9.08 3 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 58 3137 A3 66 15.11.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 58 3185 A141 76 15.11.07 11 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 58 3188 A141 76 15.11.07 11 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 58 3191 A141 76 15.11.07 11 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 61 3718 A175 18 10.9.08 11 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 63 3605 A5 13 10.9.08 12 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 64 3180 A145 72 15.11.07 12 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 67 3132 A48 27 12.11.07 1 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 67 3136 A3 66 15.11.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 68 3160 A149 63 15.11.07 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 68 3162 A149 63 15.11.07 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 68 3163 A149 63 15.11.07 9 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 70 1150 A3 95 5.7.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 71 3022 A82 43 12.11.07 4 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 72 3425 A52 40 12.11.07 4 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 73 3253 A4  67 15.11.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 73 1160 A3 95 5.7.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 73 3208 A60 111 15.11.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 73 3209 A60 111 15.11.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 74     3118 A105 56 13.11.07 8 ECM 
Basidiomycota Agaricales Cortinariaceae Cortinarius sp. 74     3119 A105 56 13.11.07 8 ECM 
Basidiomycota Agaricales Mycenaceae 
Cruentomycena kedrovaya 
EU517513   3697 A122 1 10.9.08 6 nM 
Basidiomycota Agaricales Cortinariaceae Dermocybe sp. 1 1153 A3 95 5.7.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Dermocybe sp. 8 3586 A181 25 12.10.08 10 ECM 
Basidiomycota Agaricales Cortinariaceae Dermocybe sp. 8 3590 A181 25 12.10.08 10 ECM 
Basidiomycota Agaricales Cortinariaceae Descolea recedens 3675 A192 9 10.9.08 2 ECM 
Basidiomycota Agaricales Cortinariaceae Descolea recedens 3200 A76 32 12.11.07 2 ECM 
Basidiomycota Agaricales Cortinariaceae Descolea recedens 3351 A55 41 12.11.07 4 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Basidiomycota Agaricales Cortinariaceae Descolea recedens 3038 A105 49 13.11.07 5 ECM 
Basidiomycota Agaricales Cortinariaceae Descolea recedens 3314 A90 58 13.11.07 7 ECM 
Basidiomycota Agaricales Cortinariaceae Descolea recedens 3049 A148 62 15.11.07 9 ECM 
Basidiomycota Agaricales Cortinariaceae Descolea recedens 3250 A4  67 15.11.07 10 ECM 
Basidiomycota Agaricales Cortinariaceae Descolea recedens 3267 A6  78 15.11.07 11 ECM 
Basidiomycota Agaricales Cortinariaceae Descolea recedens 1204 A57 105 7.7.07 3 ECM 
Basidiomycota Agaricales Cortinariaceae Descolea recedens 1223 A24 108 8.7.07 7 ECM 
Basidiomycota Agaricales Cortinariaceae Descomyces aff. albus 3628 A166 2 10.9.08 6 ECM 
Basidiomycota Agaricales Cortinariaceae Descomyces aff. albus 1218 A32 89 4.7.07 6 ECM 
Anamorph     
Diplodiscus subclavatus 
AJ287502  3743 A13  14 10.9.08 3 
nM 
      Ectomycorrhizal sp. 1 3236 A7  79 15.11.07 11 ECM 
      Ectomycorrhizal sp. 2 3643 A168 22 12.10.08 9 ECM 
Ascomycota Elamphomycetales Elaphomycetaceae Elaphomyces sp. 1 3665 A170 12 10.9.08 12 ECM 
Ascomycota Elamphomycetales Elaphomycetaceae Elaphomyces sp. 1 3728 A179 24 12.10.08 10 ECM 
Basidiomycota Agaricales Entolomataceae Entolomataceae sp. 2 1178 A45 87 3.7.07 2 ECM 
Basidiomycota Agaricales Entolomataceae Entolomataceae sp. 3    3365 A86 30 12.11.07 1 ECM 
Basidiomycota Agaricales Entolomataceae Entolomataceae sp. 3    3366 A86 30 12.11.07 1 ECM 
Basidiomycota Agaricales Entolomataceae Entolomataceae sp. 3    3356 A88 31 12.11.07 1 ECM 
Basidiomycota Agaricales Entolomataceae Entolomataceae sp. 3    3260 A111 46 13.11.07 6 ECM 
Basidiomycota Agaricales Entolomataceae Entolomataceae sp. 3    3224 A146 73 15.11.07 12 ECM 
Basidiomycota Agaricales Entolomataceae Entolomataceae sp. 3    1167 A5 99 6.7.07 12 ECM 
Basidiomycota Agaricales Entolomataceae Entolomataceae sp. 4    3733 A195 10 10.9.08 2 ECM 
Basidiomycota Sebacinales Sebacinaceae 3642 A168 22 12.10.08 9 ECM-F 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Anamorph     
Fulvoflamma eucalypti 
DQ195779   3768 A53 21 10.9.08 4 nM 
      Fungal sp. 1 1198 A27 90 4.7.07 5 ECM 
      Fungal sp. 2 3676 A192 9 10.9.08 2 ECM 
      Fungal sp. 3 3741 A13  14 10.9.08 3 ECM 
      Fungal sp. 3 3744 A13  14 10.9.08 3 ECM 
      Fungal sp. 3 3751 A13  14 10.9.08 3 ECM 
      Fungal sp. 3 3753 A13  14 10.9.08 3 ECM 
      Fungal sp. 3 3758 A14 15 10.9.08 3 ECM 
      Fungal sp. 3 3362 A81 42 12.11.07 4 ECM 
      Fungal sp. 3 3140 A3 66 15.11.07 10 ECM 
      Fungal sp. 3 3142 A3 66 15.11.07 10 ECM 
      Fungal sp. 3 3145 A3 66 15.11.07 10 ECM 
      Fungal sp. 3 3125 A60 68 15.11.07 10 ECM 
      Fungal sp. 3 932 A63 93 5.7.07 9 ECM 
      Fungal sp. 3 936 A60 96 5.7.07 10 ECM 
      Fungal sp. 3 938 A60 96 5.7.07 10 ECM 
      Fungal sp. 3 1273 A53 106 7.7.07 4 ECM 
      Fungal sp. 3 3170 A58 110 12.11.07 3 ECM 
      Fungal sp. 3 3204 A60 111 15.11.07 10 ECM 
      Fungal sp. 4 3623 A132 8 10.9.08 2 ECM 
      Fungal sp. 5 3192 A143 70 15.11.07 12 ECM 
      Fungal sp. 6 1255 A56 104 7.7.07 3 ECM 
      Fungal sp. 7 3639 A168 22 12.10.08 9 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Ascomycota Helotiales   Helotiales sp. 1 3299 A83 39 12.11.07 3 ECM 
Ascomycota Helotiales   Helotiales sp. 1 3065 A12 47 13.11.07 6 ECM 
Ascomycota Helotiales   Helotiales sp. 1 3276 A142 77 15.11.07 11 ECM 
Ascomycota Helotiales   Helotiales sp. 1 1179 A45 87 3.7.07 2 ECM 
Ascomycota Helotiales   Helotiales sp. 1 1213 A29 91 4.7.07 5 ECM 
Ascomycota Helotiales   Helotiales sp. 1 908 A65 94 5.7.07 9 ECM 
Ascomycota Helotiales   Helotiales sp. 1 910 A65 94 5.7.07 9 ECM 
Ascomycota Helotiales   Helotiales sp. 1 1282 A55 107 7.7.07 4 ECM 
Ascomycete Helotiales   Helotiales sp. 2 3151 A107 51 13.11.07 5 ECM 
Ascomycota Helotiales   Helotiales sp. 2 945 A60 96 5.7.07 10 ECM 
Ascomycota Helotiales   Helotiales sp. 3 3268 A6  78 15.11.07 11 ECM 
Ascomycota Helotiales   Helotiales sp. 4 3694 A52 40 10.9.08 4 ECM 
Ascomycota Helotiales   Helotiales sp. 5 3592 A181 25 12.10.08 10 ECM 
Ascomycota Helotiales   Helotiales sp. 7 3593 A181 25 12.10.08 10 ECM 
Ascomycota Helotiales   Helotiales sp. 8 3615 A128 19 10.9.08 4 ECM 
Ascomycete Helotiales   Helotiales sp. 9 3767 A53 21 10.9.08 4 ECM 
Ascomycota Helotiales   Helotiales sp. 10 3202 A76 32 12.11.07 2 ECM 
Ascomycota Helotiales   Helotiales sp. 11 3093 A30 48 13.11.07 6 ECM 
Basidiomycota Agaricales Inocybaceae 
 
3629 A166 2 10.9.08 6 ECM-F 
Basidiomycota Agaricales Inocybaceae Inocybe sp. 1 3261 A111 46 13.11.07 6 ECM 
Basidiomycota Agaricales Inocybaceae Inocybe sp. 1 3262 A111 46 13.11.07 6 ECM 
Basidiomycota Agaricales Inocybaceae Inocybe sp. 1 3263 A111 46 13.11.07 6 ECM 
Basidiomycota Agaricales Inocybaceae Inocybe sp. 1 3264 A111 46 13.11.07 6 ECM 
Basidiomycota Agaricales Inocybaceae Inocybe sp. 1 3251 A4  67 15.11.07 10 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Basidiomycota Agaricales Inocybaceae Inocybe sp. 2 3039 A105 49 13.11.07 5 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria 3354 A88 31 12.11.07 1 ECM-G 
Basidiomycota Agaricales Hydnangiaceae Laccaria 3069 A12 47 13.11.07 6 ECM-G 
Basidiomycota Agaricales Hydnangiaceae Laccaria 944 A60 96 5.7.07 10 ECM-G 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3350 A55 20 12.11.07 4 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3292 A77 33 12.11.07 2 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3291 A77 33 12.11.07 2 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3376 A79 35 12.11.07 2 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3325 A52 40 12.11.07 4 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3064 A12 47 13.11.07 6 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3156 A106 50 13.11.07 5 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3088 A24 57 13.11.07 7 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3085 A24 57 13.11.07 7 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3189 A141 76 15.11.07 11 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3190 A141 76 15.11.07 11 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 1199 A27 90 4.7.07 5 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 943 A60 96 5.7.07 10 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 935 A60 96 5.7.07 10 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 939 A60 96 5.7.07 10 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 1228 A34 101 7.7.07 8 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 1229 A34 101 7.7.07 8 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 1283 A55 107 7.7.07 4 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 1 3207 A60 111 15.11.07 10 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 2 3057 A91 59 13.11.07 7 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 2 3058 A91 59 13.11.07 7 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 4 937 A60 96 5.7.07 10 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 5    3301 A83 39 12.11.07 3 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 5    3306 A83 39 12.11.07 3 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 5    3345 A92 60 13.11.07 7 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 6 3624 A132 8 10.9.08 2 ECM 
Basidiomycota Agaricales Hydnangiaceae Laccaria sp. 6 3178 A145 72 15.11.07 12 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3738 A13  14 10.9.08 3 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3717 A175 18 10.9.08 11 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3765 A53 21 10.9.08 4 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3766 A53 21 10.9.08 4 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3326 A52 40 12.11.07 4 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3693 A52 40 10.9.08 4 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3359 A81 42 12.11.07 4 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3361 A81 42 12.11.07 4 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3149 A107 51 13.11.07 5 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3150 A107 51 13.11.07 5 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3344 A92 60 13.11.07 7 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3240 A64 65 15.11.07 9 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3244 A64 65 15.11.07 9 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3235 A7  79 15.11.07 11 ECM 
Basidiomycota Russulales Russulaceae Lactarius sp. 1 3237 A7  79 15.11.07 11 ECM 
Anamorph     
Lasiodiplodia theobromae 
EF622076   3031 A58 110 12.11.07 3 nM 
Anamorph     
Leptodontidium elatius 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Anamorph     
Leptodontidium elatius 
AF475152   3089 A24 57 13.11.07 7 nM 
Anamorph     
Leptodontidium elatius 
AF475152   1194 A47 85 3.7.07 1 nM 
Anamorph     
Leptodontidium elatius 
AF475152   1211 A29 91 4.7.07 5 nM 
Mucoromycotina Mortierellales Mortierellaceae Mortierella sp. EF126329   3601 A147 23 12.10.08 9 nM 
Basidiomycota Agaricales Mycenaceae Mycena plumbea DQ494677 3622 A132 8 10.9.08 2 nM 
Ascomycota     Oidiodendron sp. 1 3194 A143 70 15.11.07 12 ECM 
Ascomycota Pezizales   Pezizales sp. 3 3740 A13  14 10.9.08 3 ECM 
Ascomycota Pezizales   Pezizales sp. 3 3747 A13  14 10.9.08 3 ECM 
Anamorph 
    
Phialocephala fortinii 
AY078144   3617 A128 19 10.9.08 4 
nM 
Basidiomycota Gomphales Gomphaceae Ramaria sp. 1 926 A63 93 5.7.07 9 ECM 
Anamorph     Rhizoctonia sp. AJ242892   3731 A195 10 10.9.08 2 nM 
Anamorph     
Rhodoveronaea varioseptata 
EU041813   3611 A128 19 10.9.08 4 nM 
Anamorph     
Rhodoveronaea varioseptata 
EU041813   3640 A168 22 12.10.08 9 nM 
Basidiomycota Russulales Russulaceae Russula 3688 A167 3 10.9.08 6 ECM-G 
Basidiomycota Russulales Russulaceae Russula 3657 A143 11 10.9.08 12 ECM-G 
Basidiomycota Russulales Russulaceae Russula 3086 A24 57 13.11.07 7 ECM-G 
Basidiomycota Russulales Russulaceae Russula 3138 A3 66 15.11.07 10 ECM-G 
Basidiomycota Russulales Russulaceae Russula 917 A65 94 5.7.07 9 ECM-G 
Basidiomycota Russulales Russulaceae Russula persanguinea  3664 A170 12 10.9.08 12 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Basidiomycota Russulales Russulaceae Russula persanguinea  3668 A170 12 10.9.08 12 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  3716 A175 18 10.9.08 11 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  3588 A181 25 12.10.08 10 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  3324 A52 40 12.11.07 4 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  3329 A52 40 12.11.07 4 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  3259 A111 46 13.11.07 6 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  3062 A12 47 13.11.07 6 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  3063 A12 47 13.11.07 6 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  3067 A12 47 13.11.07 6 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  3068 A12 47 13.11.07 6 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  3116 A105 56 13.11.07 8 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  3117 A105 56 13.11.07 8 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  925 A63 93 5.7.07 9 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  927 A63 93 5.7.07 9 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  929 A63 93 5.7.07 9 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  930 A63 93 5.7.07 9 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  911 A65 94 5.7.07 9 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  1263 A49 102 7.7.07 1 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  1203 A57 105 7.7.07 3 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  1272 A53 106 7.7.07 4 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  1276 A53 106 7.7.07 4 ECM 
Basidiomycota Russulales Russulaceae Russula persanguinea  1277 A53 106 7.7.07 4 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 2 3686 A167 3 10.9.08 6 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 2 3687 A167 3 10.9.08 6 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Basidiomycota Russulales Russulaceae Russula sp. 2 3287 A109 44 13.11.07 6 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 2 3288 A109 44 13.11.07 6 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 2 3220 A28 53 13.11.07 5 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 5    3112 A103 55 13.11.07 8 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 5    3113 A103 55 13.11.07 8 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 5    3346 A92 60 13.11.07 7 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 5    3347 A92 60 13.11.07 7 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 6    3076 A108 52 13.11.07 5 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 6    3077 A108 52 13.11.07 5 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 6    3078 A108 52 13.11.07 5 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 7  3698 A122 1 10.9.08 6 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 9 3650 A152 5 10.9.08 9 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 9  3651 A152 5 10.9.08 9 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 15 3612 A128 19 10.9.08 4 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 15 3616 A128 19 10.9.08 4 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 16 3654 A143 11 10.9.08 12 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 16 3655 A143 11 10.9.08 12 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 16 3656 A143 11 10.9.08 12 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 16 3658 A143 11 10.9.08 12 ECM 
Basidiomycota Russulales Russulaceae Russula sp. 17 3647 A169 17 10.9.08 11 ECM 
Basidiomycota Russulales Russulaceae Russulaceae 3066 A12 47 13.11.07 6 ECM 
Basidiomycota Russulales Russulaceae Russulaceae sp. 1 3701 A191 4 10.9.08 5 ECM 
Basidiomycota Russulales Russulaceae Russulaceae sp. 1 3702 A191 4 10.9.08 5 ECM 
Basidiomycota Russulales Russulaceae Russulaceae sp. 1 3703 A191 4 10.9.08 5 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Basidiomycota Sebacinales Sebacinaceae Sebacina sp. 1 1242 A36 92 4.7.07 8 ECM 
Basidiomycota Sebacinales Sebacinaceae Sebacina sp. 1 1243 A36 92 4.7.07 8 ECM 
Basidiomycota Sebacinales Sebacinaceae Sebacina sp. 2    3023 A82 43 12.11.07 4 ECM 
Basidiomycota Sebacinales Sebacinaceae Sebacina sp. 2    3024 A82 43 12.11.07 4 ECM 
Basidiomycota Sebacinales Sebacinaceae Sebacina sp. 2    3025 A82 43 12.11.07 4 ECM 
Basidiomycota Sebacinales Sebacinaceae Sebacina sp. 2    3027 A82 43 12.11.07 4 ECM 
Basidiomycota Sebacinales Sebacinaceae Sebacina sp. 2    3123 A60 68 15.11.07 10 ECM 
Basidiomycota Sebacinales Sebacinaceae Sebacina sp. 2    1212 A29 91 4.7.07 5 ECM 
Basidiomycota Sebacinales Sebacinaceae Sebacina sp. 2    1214 A29 91 4.7.07 5 ECM 
Basidiomycota Sebacinales Sebacinaceae Sebacina sp. 2    3032 A58 110 12.11.07 3 ECM 
Basidiomycota Sebacinales Sebacinaceae Sebacina sp. 3    3722 A60 26 12.10.08 10 ECM 
Basidiomycota Thelephorales Thelephoraceae 3587 A181 25 12.10.08 10 ECM-F 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 1 3739 A13  14 10.9.08 3 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 1 3742 A13  14 10.9.08 3 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 1 3750 A13  14 10.9.08 3 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 2 3230 A140 75 15.11.07 11 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 4 1190 A71 100 6.7.07 11 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 5 3026 A82 43 12.11.07 4 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 5 3021 A82 43 12.11.07 4 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 5 3102 A150 64 15.11.07 9 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 5 3318 A62 69 15.11.07 10 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 5  3043 A148 62 15.11.07 9 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 6 3225 A146 73 15.11.07 12 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 6 1181 A45 87 3.7.07 2 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 6 1275 A53 106 7.7.07 4 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 7 3241 A64 65 15.11.07 9 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 7 3245 A64 65 15.11.07 9 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 7 3500 A64 65 15.11.07 9 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 7 918 A65 94 5.7.07 9 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 7 1154 A3 95 5.7.07 10 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 7 1161 A3 95 5.7.07 10 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 7 1163 A3 95 5.7.07 10 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 7 1264 A49 102 7.7.07 1 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 7 3205 A60 111 15.11.07 10 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 7  3206 A60 111 15.11.07 10 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 8 3295 A55 20 12.11.07 4 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 8 3355 A88 31 12.11.07 1 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 8 1195 A47 85 3.7.07 1 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 9 3075 A108 52 13.11.07 5 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 10  3079 A108 52 13.11.07 5 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 11 3320 A62 69 15.11.07 10 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 12 3033 A58 110 12.11.07 3 ECM 
Basidiomycota Thelephorales Thelephoraceae Thelephoraceae sp. 13 1171 A5 99 6.7.07 12 ECM 
Basidiomycota Thelephorales Thelephoraceae 3745 A13  14 10.9.08 3 ECM-F 
Basidiomycota Agaricales Tricholomataceae Tricholoma sp. 7 3222 A146 73 15.11.07 12 ECM 
Basidiomycota Agaricales Tricholomataceae Tricholoma sp. 7 3232 A140 75 15.11.07 11 ECM 
Basidiomycota Agaricales Tricholomataceae Tricholoma sp. 9 3199 A76 32 12.11.07 2 ECM 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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Anamorph     
Verticillium fungicola var. 
flavidum AB112030   3737 A13  14 10.9.08 3 nM 
Basidiomycota Russulales Russulaceae Zelleromyces 3310 A90 58 13.11.07 7 ECM-G 
Basidiomycota Russulales Russulaceae Zelleromyces 1267 A49 102 7.7.07 1 ECM-G 
Basidiomycota Russulales Russulaceae Zelleromyces 1206 A57 105 7.7.07 3 ECM-G 
Basidiomycota Russulales Russulaceae Zelleromyces sp. 1  3627 A166 2 10.9.08 6 ECM 
Basidiomycota Russulales Russulaceae Zelleromyces sp. 1  3221 A28 53 13.11.07 5 ECM 
Basidiomycota Russulales Russulaceae Zelleromyces sp. 1  3312 A90 58 13.11.07 7 ECM 
Basidiomycota Russulales Russulaceae Zelleromyces sp. 3  3337 A87 28 12.11.07 1 ECM 
Basidiomycota Russulales Russulaceae Zelleromyces sp. 3  3338 A87 28 12.11.07 1 ECM 
Basidiomycota Russulales Russulaceae Zelleromyces sp. 3  3339 A87 28 12.11.07 1 ECM 
Mucoromycotina     Mucoromycete sp.1 3109 A85 29 12.11.07 1 ECM 
      Undet. 3683 A48 6 10.9.08 1 pS 
      Undet. 3632 A88 7 10.9.08 1 pS 
      Undet. 3669 A170 12 10.9.08 12 pS 
      Undet. 3752 A13  14 10.9.08 3 F 
      Undet. 3715 A175 18 10.9.08 11 pS 
      Undet. 3614 A128 19 10.9.08 4 F 
      Undet. 3641 A168 22 12.10.08 9 pS 
      Undet. 3597 A147 23 12.10.08 9 pS 
      Undet. 3129 A48 27 12.11.07 1 F 
      Undet. 3130 A48 27 12.11.07 1 F 
      Undet. 3133 A48 27 12.11.07 1 F 
      Undet. 3368 A86 30 12.11.07 1 F 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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      Undet. 2101 A76 32 12.11.07 2 F 
      Undet. 3203 A76 32 12.11.07 2 F 
      Undet. 3334 A78 34 12.11.07 2 pS 
      Undet. 3283 A80 36 12.11.07 2 F 
      Undet. 3034 A58 38 12.11.07 3 F 
      Undet. 3171 A58 38 12.11.07 3 F 
      Undet. 3172 A58 38 12.11.07 3 F 
      Undet. 3173 A58 38 12.11.07 3 F 
      Undet. 3174 A58 38 12.11.07 3 F 
      Undet. 3298 A83 39 12.11.07 3 F 
      Undet. 3300 A83 39 12.11.07 3 F 
      Undet. 3304 A83 39 12.11.07 3 F 
      Undet. 3307 A83 39 12.11.07 3 pS 
      Undet. 3327 A52 40 12.11.07 4 F 
      Undet. 3330 A52 40 12.11.07 4 F 
      Undet. 3328 A52 40 12.11.07 4 pS 
      Undet. 3071 A12 47 13.11.07 6 F 
      Undet. 3072 A12 47 13.11.07 6 F 
      Undet. 3094 A30 48 13.11.07 6 pS 
      Undet. 3037 A105 49 13.11.07 5 pS 
      Undet. 3154 A106 50 13.11.07 5 pS 
      Undet. 3155 A106 50 13.11.07 5 pS 
      Undet. 3148 A107 51 13.11.07 5 F 
      Undet. 3219 A28 53 13.11.07 5 F 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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      Undet. 3090 A24 57 13.11.07 7 F 
      Undet. 3313 A90 58 13.11.07 7 F 
      Undet. 3311 A90 58 13.11.07 7 pS 
      Undet. 3059 A91 59 13.11.07 7 pS 
      Undet. 3343 A92 60 13.11.07 7 pS 
      Undet. 3044 A148 62 15.11.07 9 pS 
      Undet. 3159 A149 63 15.11.07 9 F 
      Undet. 3164 A149 63 15.11.07 9 F 
      Undet. 3165 A149 63 15.11.07 9 F 
      Undet. 3161 A149 63 15.11.07 9 pS 
      Undet. 3166 A149 63 15.11.07 9 pS 
      Undet. 3100 A150 64 15.11.07 9 F 
      Undet. 3103 A150 64 15.11.07 9 F 
      Undet. 3098 A150 64 15.11.07 9 pS 
      Undet. 3099 A150 64 15.11.07 9 pS 
      Undet. 3246 A64 65 15.11.07 9 F 
      Undet. 3242 A64 65 15.11.07 9 pS 
      Undet. 3243 A64 65 15.11.07 9 pS 
      Undet. 3139 A3 66 15.11.07 10 F 
      Undet. 3144 A3 66 15.11.07 10 F 
      Undet. 3141 A3 66 15.11.07 10 pS 
      Undet. 3143 A3 66 15.11.07 10 pS 
      Undet. 3317 A62 69 15.11.07 10 F 
      Undet. 3319 A62 69 15.11.07 10 F 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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      Undet. 3106 A144 71 15.11.07 12 F 
      Undet. 3177 A145 72 15.11.07 12 F 
      Undet. 3179 A145 72 15.11.07 12 pS 
      Undet. 3226 A146 73 15.11.07 12 F 
      Undet. 3227 A146 73 15.11.07 12 F 
      Undet. 3256 A70 74 15.11.07 12 F 
      Undet. 3231 A140 75 15.11.07 11 F 
      Undet. 3275 A142 77 15.11.07 11 F 
      Undet. 3278 A142 77 15.11.07 11 F 
      Undet. 3273 A142 77 15.11.07 11 pS 
      Undet. 3274 A142 77 15.11.07 11 pS 
      Undet. 1177 A45 87 3.7.07 2 F 
      Undet. 1180 A45 87 3.7.07 2 F 
      Undet. 1232 A46 88 3.7.07 2 F 
      Undet. 1233 A46 88 3.7.07 2 F 
      Undet. 1234 A46 88 3.7.07 2 F 
      Undet. 1236 A46 88 3.7.07 2 F 
      Undet. 1237 A46 88 3.7.07 2 F 
      Undet. 1210 A29 91 4.7.07 5 F 
      Undet. 923 A63 93 5.7.07 9 F 
      Undet. 924 A63 93 5.7.07 9 F 
      Undet. 928 A63 93 5.7.07 9 pS 
      Undet. 906 A65 94 5.7.07 9 F 
      Undet. 907 A65 94 5.7.07 9 F 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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      Undet. 913 A65 94 5.7.07 9 F 
      Undet. 914 A65 94 5.7.07 9 F 
      Undet. 915 A65 94 5.7.07 9 F 
      Undet. 916 A65 94 5.7.07 9 F 
      Undet. 919 A65 94 5.7.07 9 F 
      Undet. 920 A65 94 5.7.07 9 F 
      Undet. 1152 A3 95 5.7.07 10 F 
      Undet. 1157 A3 95 5.7.07 10 pS 
      Undet. 941 A60 96 5.7.07 10 F 
      Undet. 946 A60 96 5.7.07 10 F 
      Undet. 1186 A70 97 5.7.07 12 F 
      Undet. 1166 A5 99 6.7.07 12 F 
      Undet. 1168 A5 99 6.7.07 12 F 
      Undet. 1169 A5 99 6.7.07 12 F 
      Undet. 1170 A5 99 6.7.07 12 F 
      Undet. 1172 A5 99 6.7.07 12 F 
      Undet. 1174 A5 99 6.7.07 12 F 
      Undet. 1175 A5 99 6.7.07 12 F 
      Undet. 1173 A5 99 6.7.07 12 pS 
      Undet. 1189 A71 100 6.7.07 11 F 
      Undet. 1266 A49 102 7.7.07 1 F 
      Undet. 1262 A49 102 7.7.07 1 pS 
      Undet. 1265 A49 102 7.7.07 1 pS 
      Undet. 1268 A49 102 7.7.07 1 pS 














 ECM = identified as ECM species, ECM-F = identified as ECM family, ECM-G = identified as ECM genus, F = DNA amplification failed, 
nM = sequenced and non-mycorrhizal, pS = poor quality sequence, Undet. = undetermined. 
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      Undet. 1253 A56 104 7.7.07 3 F 
      Undet. 1254 A56 104 7.7.07 3 F 
      Undet. 1256 A56 104 7.7.07 3 F 
      Undet. 1257 A56 104 7.7.07 3 F 
      Undet. 1258 A56 104 7.7.07 3 F 
      Undet. 1259 A56 104 7.7.07 3 F 
      Undet. 1205 A57 105 7.7.07 3 F 
      Undet. 1271 A53 106 7.7.07 4 F 
      Undet. 1274 A53 106 7.7.07 4 pS 
      Undet. 1284 A55 107 7.7.07 4 F 
      Undet. 1222 A24 108 8.7.07 7 F 
      Undet. 1224 A24 108 8.7.07 7 F 

















Appendix 21 Selection of photographs of ectomycorrhizal root tips sampled from 
E. delegatensis forest. Photographs were taken using a Canon Powershot S40 digital 
camera and Zeiss stemi 2000-C dissecting microscope with Zeiss KL500 electronic light. 
Below, the species name, unique sample number, plot number, date sampled and tree 
sampled from are given for each of the photographs. 
       Scale = 5mm 
 
    
    
    
    
    
A. Ascomycete sp. 6, 3667, plot 12, 10/9/08, A170 B. Boletaceae sp. 6, 3746, plot 3, 10/9/08, A13  
C. Cortinarius sp. 41, 3661, plot 12, 10/9/08, A170  D. Cortinarius sp. 40, 3042, plot 9, 15/11/07 A148  
E. Cortinarius sp. 63, 3605, plot 12, 10/9/08, A5 F. Cortinarius sp. 56, 3749, plot 3, 10/9/08, A13  
G. Cortinarius sp. 58, 3756, plot 3, 10/9/08, A14  H. Dermocybe sp. 8, 3586, plot 10, 12/10/08, A181  
I. Fungal sp. 3, 3744, plot 3, 10/9/08, A13   J. Fungal sp. 7, 3639, plot 10, 10/12/08, A168  
K. Helotiales sp. 4, 3694, plot 4, 10/9/08, A52  L. Laccaria sp. 1, 3088, plot 7, 13/11/07, A24  
M. Laccaria sp. 2, 3058, plot 7, 13/11/07, A91  N. Russula  persanguinea, 3716, plot 11, 10/9/08, 
A175  
O. Russula sp. 2, 3688, plot 6, 10/9/08, A167  P. Russulaceae sp. 1, 3701, plot 5, 10/9/08, A191  
Q. Russula sp. 6, 3078, plot 5, 13/11/07, A108  R. Russula sp. 9, 3650, plot 9, 10/9/08, A152  
S. Thelephoraceae sp. 1, 3750, plot 3, 10/9/08, A13  T. Thelephoraceae sp. 1, 3742, plot 3, 10/9/08, A13. 
B C D 
E F G H 
I J K L 
M N O P 
Q R S T 
A 
 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Appendix 22 List of all sporocarp samples collected from E. delegatensis forest. Level of identification is shown, and when not identified, 
the reason is given. C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , 
NnM = not sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence, 
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
A22.1 Ascomycota sporocarp samples 













Elaphomycetales Elaphomycetaceae Elaphomyces sp. 1 T1174 3447 6/05/2008 9 Hypogeous OTU 
Elaphomycetales Elaphomycetaceae Elaphomyces sp. 1 T566 1613 15/05/2007 3 Hypogeous OTU 
Helotiales Helotiaceae Bisporella sp. T894 n/a 16/06/2007 11 Epigeous nM 
Helotiales Leotiaceae Leotia sp. T468 967 13/05/2007 7 Epigeous nM 
Helotiales Leotiaceae Leotia sp. T842 2061 16/06/2007 9 Epigeous nM 
Helotiales Leotiaceae Leotia sp. T675 1738 25/05/2007 2 Epigeous nM 
Helotiales Leotiaceae Leotia sp. T954 n/a 18/06/2007 3 Epigeous nM 
Helotiales   Helotiales sp. 6 T776 2008 16/06/2007 10 Epigeous OTU 
Pezizales   Pezizales sp. 2 T1034 2153 19/06/2007 6 Epigeous OTU 
Pezizales   Pezizales sp. 2 T999 2142 19/06/2007 5 Epigeous OTU 
    Ascomycete sp. 2 T558 1527 13/05/2007 8 Epigeous OTU 
    Ascomycete sp. 2 T626 1646 17/05/2007 9 Epigeous OTU 
    Ascomycete sp. 2 T928 2114 18/06/2007 1 Epigeous OTU 
    Ascomycete sp. 9 T1031 no 19/06/2007 6 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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    Ascomycete sp. 9 T1021 no 20/06/2007 7 Epigeous OTU 
    Ascomycete sp. 9 T957 2125 18/06/2007 3 Epigeous OTU 
   Ascomycete sp. 31 T544 1569 14/05/2007 6 Hypogeous OTU 
   Ascomycete sp. 31 T1102 3000 12/11/2007 2 Hypogeous OTU 
   Ascomycete sp. 31 T1041 2165 19/06/2007 6 Hypogeous OTU 
 
A22.2 Basidiomycota sporocarp samples 












 Anamorph   Paecilomyces sp. T1028 n/a 19/06/2007 6 Epigeous nM 
Agaricales Agaricaceae Agaricaceae sp. T642 1633 17/05/2007 10 Epigeous nM 
Agaricales Agaricaceae Agaricaceae sp. T654 1730 25/05/2007 2 Epigeous nM 
Agaricales Agaricaceae 
Leucoagaricus infuscatus 
EU141943   T1240 3522 8/05/2008 3 Epigeous SnM 
Agaricales Agaricaceae 
Leucoagaricus rubrotinctus 
FJ481050   T1224 3500 8/05/2008 5 Epigeous SnM 
Agaricales Agaricaceae 
Leucoagaricus serenus 
AY176420   T1239 3521 8/05/2008 3 Epigeous SnM 
Agaricales Amanitaceae Amanita sp. T1229 3507 8/05/2008 6 Epigeous ID 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Amanitaceae Amanita sp. T1157 3429 6/05/2008 10 Epigeous ID 
Agaricales Amanitaceae Amanita sp. T1241 3523 8/05/2008 1 Epigeous ID 
Agaricales Amanitaceae Amanita sp. 1  E8711 860 23/03/2007 3 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 2 T1153 3424 12/02/2008 4 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 3 T1156 3428 13/03/2008 9 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 3 T1141 3405 12/02/2008 1 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 3 T1130 3387 12/02/2008 1 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 3 T583 1601 15/05/2007 1 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 3 T1129 3386 12/02/2008 1 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 3 T574 1621 15/05/2007 3 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 3 T1145 3409 12/02/2008 4 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 3 T1146 3411 12/02/2008 4 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 3 T1147 3413 12/02/2008 4 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 4 T1119 3377 20/11/2007 11 Epigeous OTU 
Agaricales Amanitaceae Amanita sp. 5 T1152 3422 12/02/2008 4 Epigeous OTU 
Agaricales Amlocorticiaceae Amyloathelia crassiuscula T888 2098 16/06/2007 11 Resupinate SnM 
Agaricales Amylocorticiaceae Podoserpula sp. T794 2023 16/06/2007 12 Epigeous nM 
Agaricales Amylocorticiaceae Podoserpula sp. T886 n/a 16/06/2007 11 Epigeous nM 
Agaricales Bolbitiaceae Alnicola sp. 1 T826 2047 16/06/2007 12 Epigeous OTU 
Agaricales Bolbitiaceae Setchelliogaster sp. 1 T665 1717 25/05/2007 2 Hypogeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 1 T1033 2150 19/06/2007 6 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 2 T505 1516 16/05/2007 12 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Cortinariaceae Cortinariaceae sp. 6 T525 1538 14/05/2007 5 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 7 T755 2012 16/06/2007 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 8 T870 2079 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 8 T1243 3525 8/05/2008 1 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 8 T1061 2218 21/06/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 8  T1058 2222 21/06/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 10 T1001 no 19/06/2007 6 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 10 T462 961 13/05/2007 7 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 10 T1291 3572 26/06/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 13 T721 1700 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 53 T622 1651 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 68 T1265 3547 24/06/2008 3 Epigeous OTU 
Agaricales Cortinariaceae Cortinariaceae sp. 68  T1171 3443 6/05/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. ardesiacus   T756 2000 16/06/2007 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. ardesiacus   T607 1576 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. australis T548 1532 13/05/2007 8 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. australis T552 1534 13/05/2007 8 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. australis T623 1650 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. australis T641 1632 17/05/2007 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. australis T682 1713 25/05/2007 2 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. australis T493 991 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. cannarius   T485 982 16/05/2007 12 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Cortinariaceae Cortinarius aff. cannarius   T600 1594 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. cannarius   T889 2100 16/06/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. cannarius   T892 2102 16/06/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. fragilis T1166 3438 6/05/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. infractus T628 1641 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. infractus T613 1579 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. persicanus   T457 956 13/05/2007 8 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. persicanus   T452 951 13/05/2007 7 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T624 1645 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T845 2057 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T640 1631 17/05/2007 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T748 2029 16/06/2007 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T761 2028 16/06/2007 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T684 1721 25/05/2007 2 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T506 1503 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T804 2035 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T572 1618 15/05/2007 3 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T951 2133 18/06/2007 3 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T605 1580 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T713 1687 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. rotundisporus  T714 1686 25/05/2007 4 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Cortinariaceae Cortinarius aff. sclerophyllarum  T647 1629 17/05/2007 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. sclerophyllarum  T1275 3557 24/06/2008 1 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. sclerophyllarum  T589 1611 15/05/2007 1 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. sclerophyllarum  T681 1724 25/05/2007 2 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. sclerophyllarum  T1267 3549 24/06/2008 3 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. sclerophyllarum  T958 2128 18/06/2007 3 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. sclerophyllarum  T699 1680 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. sclerophyllarum  T726 1701 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. submagellanicus T535 1554 14/05/2007 6 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. submagellanicus T520 1542 14/05/2007 5 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. submagellanicus T453 952 13/05/2007 7 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. submagellanicus T648 1630 17/05/2007 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. submagellanicus T612 1578 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. submagellanicus T591 1589 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. submagellanicus T472 971 13/05/2007 7 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. submagellanicus T1184 3460 6/05/2008 12 Epigeous OTU 
Agaricales Cortinariaceae 
Cortinarius aff. 
tasmacamphoratus  T1294 3575 26/06/2008 9 Epigeous OTU 
Agaricales Cortinariaceae 
Cortinarius aff. 
tasmacamphoratus  T631 1642 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae 
Cortinarius aff. 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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tasmacamphoratus  T853 2054 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae 
Cortinarius aff. 
tasmacamphoratus  T921 2111 18/06/2007 1 Epigeous OTU 
Agaricales Cortinariaceae 
Cortinarius aff. 
tasmacamphoratus  T575 1622 15/05/2007 3 Epigeous OTU 
Agaricales Cortinariaceae 
Cortinarius aff. 
tasmacamphoratus  T952 2132 18/06/2007 3 Epigeous OTU 
Agaricales Cortinariaceae 
Cortinarius aff. 








tasmacamphoratus  T702 1663 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae 
Cortinarius aff. 
tasmacamphoratus  T706 1695 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae 
Cortinarius aff. 
tasmacamphoratus  T716 1682 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. walkeri T528 1544 14/05/2007 5 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius aff. walkeri T791 2022 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. T534 1557 14/05/2007 6 Epigeous ID 
Agaricales Cortinariaceae Cortinarius sp. T540 1570 14/05/2007 6 Epigeous ID 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Cortinariaceae Cortinarius sp. T879 2071 16/06/2007 9 Epigeous ID 
Agaricales Cortinariaceae Cortinarius sp. T1261 3543 24/06/2008 2 Epigeous ID 
Agaricales Cortinariaceae Cortinarius sp. T1236 3518 8/05/2008 2 Epigeous ID 
Agaricales Cortinariaceae Cortinarius sp. T510 1509 16/05/2007 12 Epigeous ID 
Agaricales Cortinariaceae Cortinarius sp. T1179 3453 6/05/2008 12 Epigeous ID 
Agaricales Cortinariaceae Cortinarius sp. T513 1505 16/05/2007 12 Epigeous ID 
Agaricales Cortinariaceae Cortinarius sp. T956 2135 18/06/2007 3 Epigeous ID 
Agaricales Cortinariaceae Cortinarius sp. T1190 3466 5/05/2008 11 Epigeous ID 
Agaricales Cortinariaceae Cortinarius sp. T1302 3583 26/06/2008 11 Epigeous ID 
Agaricales Cortinariaceae Cortinarius sp. 1 T1159 3431 6/05/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 1 T847 2063 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 1 T851 2058 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 1 T636 1652 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 3 T730 1688 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 4 T1035 2166 19/06/2007 6 Hypogeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 4 T1094 2172 20/06/2007 8 Hypogeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 5   T480 987 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 5   T481 979 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 5   T507 1502 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 5   T1196 3472 5/05/2008 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 5   T891 2101 16/06/2007 11 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Cortinariaceae Cortinarius sp. 7 T1283 3565 26/06/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 7 T635 1656 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 7 T811 2030 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 8   T738 1668 25/05/2007 4 Hypogeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 9   T1206 3483 5/05/2008 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 12  T1289 3570 24/06/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 12  T1279 3561 26/06/2008 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 13 T798 2020 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 13 T1202 3479 5/05/2008 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 13 T614 1572 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 14 T1149 3417 12/02/2008 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 15 T856 2077 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 15 T619 1639 17/05/2007 9 epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 15  T854 2073 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 15   T1163 3435 6/05/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 15   T1170 3442 6/05/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 16  T587 1608 15/05/2007 1 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 17 T872 2070 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 17   2136 18/06/2007 3 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 17 T1069 2213 21/06/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 17 T715 1683 25/05/2007 4 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Cortinariaceae Cortinarius sp. 18   T495 1511 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 18   T806 2031 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 18   T812 2036 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 18   T1298 3579 26/06/2008 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 18   T700 1681 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 19 T483 988 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 20   T451 950 13/05/2007 7 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 20   T463 962 13/05/2007 7 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 22 T909 2088 16/06/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 24 T456 955 13/05/2007 8 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 25 T979 2140 19/06/2007 5 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 30 T634 1653 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 31 T1195 3471 5/05/2008 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 32 T594 1588 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 33 T773 2009 16/06/2007 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 33 T1068 2212 21/06/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 33 T710 1694 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 34 T876 2067 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 35 T1054 2196 20/06/2007 7 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 35 T848 2062 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 36 T501 1508 16/05/2007 12 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
403       
 












Agaricales Cortinariaceae Cortinarius sp. 38 T1183 3459 6/05/2008 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 39 T765 2016 16/06/2007 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 40 T571 1619 15/05/2007 3 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 41 T926 2120 18/06/2007 1 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 41 T789 2021 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 43 T512 1501 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 44 T1296 3577 26/06/2008 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 45 T727 1707 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 46 T930 2121 18/06/2007 1 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 46 T586 1609 15/05/2007 1 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 46 T824 2041 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 46 T701 1679 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 48 T1277 3559 26/06/2008 10 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 49 T1219 3496 8/05/2008 8 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 50 T797 2025 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 51 T1204 3481 5/05/2008 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 52 T630 1643 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 52 T855 2078 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 53 T1090 2185 20/06/2007 8 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 54 T1172 3445 6/05/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 55 T536 1564 14/05/2007 6 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 56 T1115 3015 15/11/2007 9 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Cortinariaceae Cortinarius sp. 58 T817 2043 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 59 T827 2046 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 60 T1244 3526 8/05/2008 1 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 62 T1078 2207 21/06/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 62 T724 1697 25/05/2007 4 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 63 T983 2139 19/06/2007 5 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 63 T486 984 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 63 T508 1500 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 64 T831 2053 16/06/2007 12 Hypogeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 64 T616 1597 17/05/2007 11 Hypogeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 64 T833 2052 16/06/2007 11 Hypogeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 65 T621 1649 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 66 T1165 3437 6/05/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 66 T627 1647 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 66 T849 2059 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 66 T873 2069 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 67 T941 2124 18/06/2007 3 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 68 T878 2068 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 69 T596 1583 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 70 T1284 3566 24/06/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 70 T1273 3555 24/06/2008 1 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 70 T1270 3552 24/06/2008 3 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Cortinariaceae Cortinarius sp. 72 T629 1644 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 72 T925 2113 18/06/2007 1 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 74 T1114 3014 15/11/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 78   T469 968 13/05/2007 7 Epigeous OTU 
Agaricales Cortinariaceae Cortinarius sp. 78   T547 2074 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe aff. globuliformis T813 2048 16/06/2007 12 Hypogeous OTU 
Agaricales Cortinariaceae Dermocybe aff. globuliformis T1107 3006 12/11/2007 3 Hypogeous OTU 
Agaricales Cortinariaceae Dermocybe aff. globuliformis T1187 3463 5/05/2008 11 Hypogeous OTU 
Agaricales Cortinariaceae Dermocybe kula T787 2017 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe kula T1193 3469 5/05/2008 11 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe kula T603 1582 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. T949 2118 18/06/2007 1 Epigeous ID 
Agaricales Cortinariaceae Dermocybe sp. T1122 no   2 Epigeous ID 
Agaricales Cortinariaceae Dermocybe sp. 1 T527 1539 14/05/2007 5 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 1 T1200 3476 5/05/2008 11 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 1 T1231 3509 8/05/2008 6 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 1 T533 1553 14/05/2007 6 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 2   T1160 3432 6/05/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 2   T1287 3569 26/06/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 3 T1203 3480 5/05/2008 11 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 4 T518 1545 14/05/2007 5 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 4 T981 2141 19/06/2007 5 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Cortinariaceae Dermocybe sp. 4 T464 963 13/05/2007 7 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 4 T807 2032 16/06/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 4 T595 1584 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 4 T610 1571 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 4 T514 1506 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 5 T1158 3430 6/05/2008 9 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 5 T632 1655 17/05/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 5 T490 998 16/05/2007 12 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 5 T1180 3456 6/05/2008 12 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 6 T608 1574 17/05/2007 11 Epigeous OTU 
Agaricales Cortinariaceae Dermocybe sp. 7 T857 2076 16/06/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Descolea recedens T1115 3315 15/11/2007 9 Epigeous OTU 
Agaricales Cortinariaceae Descomyces aff. albus T1039 2163 19/06/2007 6 Hypogeous OTU 
Agaricales Cortinariaceae Descomyces aff. albus T1252 3534 24/06/2008 8 Hypogeous OTU 
Agaricales Cortinariaceae   T1030 2157 19/06/2007 6 Epigeous ID 
Agaricales Cortinariaceae   T530 1552 14/05/2007 6 Epigeous ID 
Agaricales Cortinariaceae   T473 972 13/05/2007 7 Epigeous ID 
Agaricales Cortinariaceae   T1164 3436 6/05/2008 9 Epigeous ID 
Agaricales Cortinariaceae   T617 1368 17/05/2007 9 Epigeous ID 
Agaricales Cortinariaceae   T620 1640 17/05/2007 9 Epigeous ID 
Agaricales Cortinariaceae   T747 2006 16/06/2007 10 Epigeous ID 
Agaricales Cortinariaceae   T619 1369 17/05/2007 12 Epigeous ID 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Cortinariaceae   T609 1575 17/05/2007 11 Epigeous ID 
Agaricales Cortinariaceae   T598 1587 17/05/2007 11 Epigeous ID 
Agaricales Cortinariaceae   T611 1577 17/05/2007 11 Epigeous ID 
Agaricales Cortinariaceae   T599 1585 17/05/2007 11 Hypogeous ID 
Agaricales Entolomataceae Entoloma sp. T935 no 18/06/2007 1 Epigeous ID 
Agaricales Entolomataceae Entoloma sp. T498 989 16/05/2007 12 Epigeous ID 
Agaricales Entolomataceae Entoloma sp. T573 1616 15/05/2007 3 Epigeous ID 
Agaricales Entolomataceae Entoloma sp. T1065 2221 21/06/2007 4 Epigeous ID 
Agaricales Entolomataceae Entoloma sp. 1 T503 995 16/05/2007 12 Epigeous OTU 
Agaricales Entolomataceae Entoloma sp. 2 T1101 3001 12/11/2007 2 Epigeous OTU 
Agaricales Entolomataceae Entoloma sp. 3 T549 1535 13/05/2007 8 Epigeous OTU 
Agaricales Entolomataceae Entolomataceae sp. 1 T907 2104 16/06/2007 11 Epigeous OTU 
Agaricales Entolomataceae Entolomataceae sp. 2 T1073 2215 21/06/2007 4 Epigeous OTU 
Agaricales   Entolomataceae Rhodocybe truncata EF421110   T929 2117 18/06/2007 1 Epigeous SnM 
Agaricales Entolomataceae Rhodocybe truncata EF421110   T1151 3421 12/02/2008 4 Epigeous SnM 
Agaricales Hydnangiaceae Laccaria sp. T1026 2156 19/06/2007 6 Epigeous ID 
Agaricales Hydnangiaceae Laccaria sp. T1228 3506 8/05/2008 6 Epigeous ID 
Agaricales Hydnangiaceae Laccaria sp. T975 2138 19/06/2007 5 Epigeous ID 
Agaricales Hydnangiaceae Laccaria sp. T466 965 13/05/2007 7 Epigeous ID 
Agaricales Hydnangiaceae Laccaria sp. T618 1367 17/05/2007 9 Epigeous ID 
Agaricales Hydnangiaceae Laccaria sp. T920 2108 18/06/2007 1 Epigeous ID 
Agaricales Hydnangiaceae Laccaria sp. T671 1740 25/05/2007 2 Epigeous ID 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Hydnangiaceae Laccaria sp. T499 993 16/05/2007 12 Epigeous ID 
Agaricales Hydnangiaceae Laccaria sp. T825 2042 16/06/2007 12 Epigeous ID 
Agaricales Hydnangiaceae Laccaria sp. T733 1710 25/05/2007 4 Epigeous ID 
Agaricales Hydnangiaceae Laccaria sp. 1 T1111 3011 13/11/2007 6 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T1248 3530 24/06/2008 7 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T1108 3008 13/11/2007 7 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T1168 3440 6/05/2008 9 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T1242 3524 8/05/2008 1 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T1012 2193 21/06/2007 2 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T1138 3402 12/02/2008 2 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T1237 3519 8/05/2008 2 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T492 997 16/05/2007 12 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T823 2044 16/06/2007 12 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T1238 3520 8/05/2008 3 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T1194 3470 5/05/2008 11 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1 T1263 3545 24/06/2008 4 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 1  T1198 3474 5/05/2008 11 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 3 T1281 3563 26/06/2008 10 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 3 T758 2013 16/06/2007 10 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 4  T757 2027 16/06/2007 10 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 4  T672 1741 25/05/2007 2 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 4  T673 1742 25/05/2007 2 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Hydnangiaceae Laccaria sp. 4  T953 2131 18/06/2007 3 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 4  T732 1708 25/05/2007 4 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 4  T734 1709 25/05/2007 4 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T1256 3538 24/06/2008 6 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T531 1556 14/05/2007 6 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T524 1548 14/05/2007 5 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T1220 3497 8/05/2008 5 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T1218 3495 8/05/2008 8 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T1091 2187 20/06/2007 8 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T550 1537 13/05/2007 8 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T1207 3484 8/05/2008 7 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T1045 2204 20/06/2007 7 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T1276 3558 24/06/2008 1 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T581 1610 15/05/2007 1 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T1197 3473 5/05/2008 11 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T604 1581 17/05/2007 11 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T896 2089 16/06/2007 11 Epigeous OTU 
Agaricales Hydnangiaceae Laccaria sp. 5   T1064 2217 21/06/2007 4 Epigeous OTU 
Agaricales Hygrophoraceae Hygrocybe sp. T553 1531 13/05/2007 8 Epigeous nM 
Agaricales Hygrophoraceae Hygrocybe sp. T1087 n/a 20/06/2007 8 Epigeous nM 
Agaricales Hygrophoraceae Hygrocybe sp. T1088 n/a 20/06/2007 8 Epigeous nM 
Agaricales Hygrophoraceae Hygrocybe sp. T1089 n/a 20/06/2007 8 Epigeous nM 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Hygrophoraceae Hygrocybe sp. T912 n/a 16/06/2007 11 Epigeous nM 
Agaricales Hygrophoraceae Hygrocybe sp. T1071 n/a 21/06/2007 4 Epigeous nM 
Agaricales Inocybaceae Crepidotus sp. T795 n/a 16/06/2007 12 Epigeous nM 
Agaricales Inocybaceae Crepidotus sp. T970 n/a 18/06/2007 3 Epigeous nM 
Agaricales  Inocybaceae  Crepidotus sp. T687 1750 25/05/2007 2 Epigeous nM 
Agaricales Inocybaceae Inocybaceae sp. 1 T526 1555 14/05/2007 5 Epigeous OTU 
Agaricales Inocybaceae Inocybe sp. T588 1603 15/05/2007 1 Epigeous ID 
Agaricales Inocybaceae Inocybe sp. T1268 3550 24/06/2008 3 Epigeous ID 
Agaricales Inocybaceae Inocybe sp. 5 T1134 3395 12/02/2008 3 Epigeous OTU 
Agaricales Inocybaceae Inocybe sp. 6 T1300 3581 26/06/2008 11 Epigeous OTU 
Agaricales Inocybaceae Tubaria sp. 1 T903 2107 16/06/2007 11 Epigeous OTU 
Agaricales Inocybaceae   T1161 3433 6/05/2008 9 Epigeous ID 
Agaricales Lycoperdaceae Lycoperdon sp. 1 T1255 3537 24/06/2008 5 Epigeous OTU 
Agaricales Marasmiaceae Marasmiellus sp. T688 1751 25/05/2007 2 Epigeous nM 
Agaricales Marasmiaceae Marasmius sp. T1020 n/a 20/06/2007 7 Epigeous nM 
Agaricales Marasmiaceae 
Rhodocollybia butyracea 
AF505750   T491 999 16/05/2007 12 Epigeous SnM 
Agaricales Marasmiaceae 
Rhodocollybia butyracea 
AY313293   T1216 3493 8/05/2008 8 Epigeous SnM 
Agaricales Marasmiaceae 
Rhodocollybia butyracea 
EU486454   T946 2116 18/06/2007 3 Epigeous SnM 
Agaricales Marasmiaceae 
Rhodocollybia butyracea 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Mycenaceae Mycena aff. pura DQ490643   T770 2011 16/06/2007 10 Epigeous SnM 
Agaricales Mycenaceae Mycena monticola EU681182   T751 2003 16/06/2007 10 Epigeous SnM 
Agaricales Mycenaceae Mycena sp. T1006 n/a 19/06/2007 6 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T1000 n/a 19/06/2007 6 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T1003 n/a 19/06/2007 6 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T973 n/a 19/06/2007 5 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T974 n/a 19/06/2007 5 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T977 n/a 19/06/2007 5 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T988 n/a 19/06/2007 5 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T1083 n/a 20/06/2007 8 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T1050 n/a 20/06/2007 7 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T840 n/a 16/06/2007 9 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T874 n/a 16/06/2007 9 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T875 n/a 16/06/2007 9 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T750 2002 16/06/2007 10 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T772 2005 16/06/2007 10 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T754 n/a 16/06/2007 10 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T763 n/a 16/06/2007 10 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T767 n/a 16/06/2007 10 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T768 n/a 16/06/2008 10 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T906 n/a 16/06/2007 1 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T916 n/a 18/06/2007 1 Epigeous nM 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
412       
 












Agaricales Mycenaceae Mycena sp. T923 n/a 18/06/2007 1 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T933 n/a 18/06/2007 1 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T1015 n/a 21/06/2007 2 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T1016 n/a 21/06/2007 2 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T788 n/a 16/06/2007 12 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T802 n/a 16/06/2007 12 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T815 n/a 16/06/2007 12 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T943 n/a 18/06/2007 3 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T882 n/a 16/06/2007 11 Epigeous nM 
Agaricales Mycenaceae Mycena sp. T885 n/a 16/06/2007 11 Epigeous nM 
Agaricales Physalacriaceae Armillaria hinnulea AF394918   T962 2126 18/06/2007 3 Epigeous SnM 
Agaricales Pleurotaceae Pleurotus sp. T1063 n/a 21/06/2007 4 Epigeous SnM 
Agaricales Psathyrellaceae Psathyrella cotonea AM712283   T653 1711 25/05/2007 2 Epigeous SnM 
Agaricales Psathyrellaceae 
Psathyrella rostellata 
AM712246   T582 1607 15/05/2007 1 Epigeous SnM 
Agaricales Psathyrellaceae Psathyrella sp. T900 n/a 16/06/2007 11 Epigeous SnM 
Agaricales Strophariaceae Galerina marginata AF501564   T1211 3488 8/05/2008 7 Epigeous SnM 
Agaricales Strophariaceae Galerina marginata AF501564   T1176 3450 6/05/2008 9 Epigeous SnM 
Agaricales Strophariaceae Galerina marginata AY228347   T1057 2197 20/06/2007 7 Epigeous SnM 
Agaricales Strophariaceae Galerina sp. T661 1725 25/05/2007 2 Epigeous SnM 
Agaricales Strophariaceae 
Gymnopilus ferruginosus 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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AF501547   T1092 2180 20/06/2007 8 Epigeous SnM 
Agaricales Strophariaceae 
Gymnopilus ferruginosus 
AF501547   T1053 2200 20/06/2007 7 Epigeous SnM 
Agaricales Strophariaceae 
Gymnopilus ferruginosus 
AF501547   T669 1729 25/05/2007 2 Epigeous SnM 
Agaricales Strophariaceae 
Gymnopilus ferruginosus 
AF501547   T1186 3462 6/05/2008 12 Epigeous SnM 
Agaricales Strophariaceae 
Gymnopilus ferruginosus 
AF501547   T895 2095 16/06/2007 11 Epigeous SnM 
Agaricales Strophariaceae 
Gymnopilus ferruginosus 
AF501547   T904 2105 16/06/2007 11 Epigeous SnM 
Agaricales Strophariaceae Gymnopilus tyallus AF501562   T819 2045 16/06/2007 12 Epigeous SnM 
Agaricales Strophariaceae Gymnopilus sp. T927 n/a 18/06/2007 1 Epigeous nM 
Agaricales Strophariaceae Gymnopus earleae DQ480094   T1116 3016 15/11/2007 10 Epigeous SnM 
Agaricales Strophariaceae Gymnopus earleae DQ480094   T1117 3017 15/11/2007 10 Epigeous SnM 
Agaricales Strophariaceae 
Hypholoma fasciculare  
EU486442   T711 1685 25/05/2007 4 Epigeous SnM 
Agaricales Strophariaceae 
Hypholoma fasciculare 
AM504126   T712 1684 25/05/2007 4 Epigeous SnM 
Agaricales Strophariaceae 
Hypholoma fasciculare 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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EU486442   T1055 2194 20/06/2007 7 Epigeous SnM 
Agaricales Strophariaceae 
Hypholoma fasciculare 
EU486442   T1017 2191 21/06/2007 2 Epigeous SnM 
Agaricales Strophariaceae Hypholoma fasciculare FJ481034   T692 1747 25/05/2007 2 Epigeous SnM 
Agaricales Strophariaceae Hypholoma sp. AF335450   T1173 3446 6/05/2008 9 Epigeous SnM 
Agaricales Strophariaceae Hypholoma sp. T686 1744 25/05/2007 2 Epigeous nM 
Agaricales Strophariaceae Hypholoma sp. T500 990 16/05/2007 12 Epigeous nM 
Agaricales Strophariaceae Hypholoma sp. T899 no 16/06/2007 11 Epigeous nM 
Agaricales Strophariaceae Hypholoma sp. T1070 n/a 21/06/2007 4 Epigeous nM 
Agaricales Strophariaceae Hypholoma sp. T576 n/a 16/06/2007 9 Epigeous nM 
Agaricales Strophariaceae 
Nivatogastrium nubigenum  




DQ494679   T1233 3511 8/05/2008 6 Epigeous SnM 
Agaricales Strophariaceae Pholiota lenta AY281022   T911 2091 16/06/2007 11 Epigeous SnM 
Agaricales Strophariaceae Pholiota sp. T839 n/a 16/06/2007 9 Epigeous nM 
Agaricales Strophariaceae Pholiota sp. T914 n/a 18/06/2007 1 Epigeous nM 
Agaricales Strophariaceae Pholiota sp. T1013 n/a 21/06/2007 2 Epigeous nM 
Agaricales Strophariaceae Stropharia ambigua AY818350   T519 1549 14/05/2007 5 Epigeous SnM 
Agaricales Strophariaceae Stropharia sp. T1005 no 19/06/2007 6 Epigeous nM 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales Tricholomataceae Collybia sp. T1004 n/a 19/06/2007 6 Epigeous nM 
Agaricales Tricholomataceae Collybia sp. T980 n/a 19/06/2007 5 Epigeous nM 
Agaricales Tricholomataceae Collybia sp. T843 n/a 16/06/2007 9 Epigeous nM 
Agaricales Tricholomataceae Collybia sp. T771 2004 16/06/2007 10 Epigeous nM 
Agaricales Tricholomataceae Collybia sp. T915 n/a 18/06/2007 1 Epigeous nM 
Agaricales Tricholomataceae Collybia sp. T924 n/a 18/06/2007 1 Epigeous nM 
Agaricales Tricholomataceae Collybia sp. T494 996 16/05/2007 12 Epigeous nM 
Agaricales Tricholomataceae Collybia sp. T944 n/a 18/06/2007 3 Epigeous nM 
Agaricales Tricholomataceae Collybia sp. T884 n/a 16/06/2007 11 Epigeous nM 
Agaricales Tricholomataceae Omphalina sp. T841 2060 16/06/2007 9 Epigeous nM 
Agaricales Tricholomataceae Omphalina sp. T917 n/a 18/06/2007 1 Epigeous nM 
Agaricales Tricholomataceae Tricholoma sp. 1 T1162 3434 6/05/2008 9 Epigeous OTU 
Agaricales Tricholomataceae Tricholoma sp. 2 T1285 3567 26/06/2008 9 Epigeous OTU 
Agaricales Tricholomataceae Tricholoma sp. 3 T934 2115 18/06/2007 1 Epigeous OTU 
Agaricales Tricholomataceae Tricholoma sp. 5   T624 1645 17/05/2007 9 epigeous OTU 
Agaricales Tricholomataceae Tricholoma sp. 5   T1191 3467 5/05/2008 11 Epigeous OTU 
Agaricales Tricholomataceae Tricholoma sp. 6   T489 994 16/05/2007 12 Epigeous OTU 
Agaricales Tricholomataceae Tricholoma sp. 8  T822 2039 16/06/2007 12 Epigeous OTU 
Agaricales Tricholomataceae Tricholoma sp. 10 T728 1706 25/05/2007 4 Epigeous OTU 
Agaricales Tricholomataceae   T1257 3539 24/06/2008 6 Epigeous ID 
Agaricales Tricholomataceae   T606 1573 17/05/2007 11 Epigeous ID 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Agaricales   Agaricales sp. 1  T905 2103 16/06/2007 11 Epigeous OTU 
Agaricales   Agaricales sp. 2  T929 2117 18/06/2007 1 Epigeous OTU 
Agaricales   Agaricales sp. 2  T1151 3421 12/02/2008 4 Epigeous OTU 
Agaricales   Agaricales sp. 4  T1101 3301B 12/11/2007 2 Epigeous OTU 
Boletales Boletaceae Boletaceae sp. 2  E8707 856 23/03/2007 3 epigeous OTU 
Boletales Boletaceae Boletaceae sp. 2  T1154 3427 5/03/2008 6 Epigeous OTU 
Boletales Boletaceae Boletaceae sp. 2  T1136 3398 12/02/2008 2 Epigeous OTU 
Boletales Boletaceae Boletaceae sp. 2  T1137 3400 12/02/2008 2 Epigeous OTU 
Boletales Boletaceae Boletaceae sp. 2  E8708 857 23/03/2007 3 Epigeous OTU 
Boletales Boletaceae Boletaceae sp. 3 T1131 3389 12/02/2008 1 Epigeous OTU 
Boletales Boletaceae Boletaceae sp. 3 T1143 no 12/02/2008 1 Epigeous OTU 
Boletales Boletaceae Boletaceae sp. 3 T1135 3396 12/02/2008 2 Epigeous OTU 
Boletales Boletaceae Boletaceae sp. 4 T1150 3419 12/02/2008 4 Epigeous OTU 
Boletales Boletaceae Boletaceae sp. 5   T742 1674 25/05/2007 4 Hypogeous OTU 
Boletales Boletaceae Boletaceae sp. 6  T835 no  16/6/2007 9 Hypogeous OTU 
Boletales Boletaceae Boletaceae sp. 6  T1175 3448 6/05/2008 9 Hypogeous OTU 
Boletales Boletaceae Boletaceae sp. 6  T1175 3449 6/05/2008 9 Hypogeous OTU 
Boletales Boletaceae Boletaceae sp. 6  T639 1659 17/05/2007 9 Hypogeous OTU 
Boletales Boletaceae Boletaceae sp. 6  T1293 3574 26/06/2008 9 Hypogeous OTU 
Boletales Boletaceae Boletaceae sp. 6  T1297 3578 26/06/2008 12 Hypogeous OTU 
Boletales Boletaceae Boletaceae sp. 6  T828 2049 16/06/2007 12 Hypogeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Boletales Boletaceae Boletaceae sp. 6  T1076 2210 21/06/2007 4 Hypogeous OTU 
Boletales Boletaceae Boletaceae sp. 6  T1269 3551 24/06/2008 3 Hypogeous OTU 
Boletales Boletaceae   T1112 3012 13/11/2007 6 Hypogeous ID 
Boletales Boletaceae   T1047 2201 20/06/2007 7 Hypogeous ID 
Boletales Boletaceae   T516 1512 16/05/2007 12 Hypogeous ID 
Cantharellales Clavariaceae Clavariaceae sp.  T1212 no 8/05/2008 7 Epigeous ID 
Cantharellales Clavariaceae Clavariaceae sp. 1 T1027 2159 19/06/2007 6 Epigeous OTU 
Cantharellales Clavariaceae Clavariaceae sp. 1 T554 1523 13/05/2007 8 Epigeous OTU 
Cantharellales Clavariaceae Clavariaceae sp. 2 T555 1530 13/05/2007 8 Epigeous OTU 
Cantharellales Clavariaceae Clavariaceae sp. 3 T1079 2178 20/06/2007 8 Epigeous OTU 
Cantharellales Clavariaceae Clavariaceae sp. 4 T1080 2188 20/06/2007 8 Epigeous OTU 
Cantharellales Clavariaceae Clavariaceae p. 5 T881 2097 16/06/2007 11 Epigeous OTU 
Cantharellales Clavariaceae   T1253 3535 24/06/2008 8 Epigeous ID 
Cantharellales Clavariaceae   T1084 2181 20/06/2007 8 Epigeous ID 
Cantharellales Clavariaceae   T1085 2189 20/06/2007 8 Epigeous ID 
Cantharellales Clavariaceae   T1086 2179 20/06/2007 8 Epigeous ID 
Cantharellales Clavariaceae   T470 969 13/05/2007 7 Epigeous ID 
Cantharellales Clavariaceae   T837 2065 16/06/2007 9 Epigeous ID 
Cantharellales Clavariaceae   T680 1739 25/05/2007 2 Epigeous ID 
Cantharellales Clavariaceae   T1011 2192 21/06/2007 2 Epigeous ID 
Cantharellales Clavariaceae   T790 2018 16/06/2007 12 Epigeous ID 
Cantharellales Clavariaceae   T940 2134 18/06/2007 3 Epigeous ID 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
418       
 












Cantharellales Clavulinaceae Clavulina sp. T678 1734 25/05/2007 2 Epigeous ID 
Cantharellales Clavulinaceae Clavulina sp. T809 2033 16/06/2007 12 Epigeous ID 
Cantharellales Clavulinaceae Clavulina sp. 1  T585 1606 15/05/2007 1 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 1  T676 1735 25/05/2007 2 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 1  T677 1736 25/05/2007 2 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 1  T679 1733 25/05/2007 2 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 3 T593 1591 17/05/2007 11 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 3 T893 2092 16/06/2007 11 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 3 T705 1664 25/05/2007 4 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 4 T1029 2152 19/06/2007 6 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 5 T955 2130 18/06/2007 3 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 5 T1067 2209 21/06/2007 4 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 5 T704 1665 25/05/2007 4 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 6 T570 1617 15/05/2007 3 Epigeous OTU 
Cantharellales Clavulinaceae Clavulina sp. 7 T1082 2184 20/06/2007 8 Epigeous OTU 
Cantharellales Hydnaceae Hydnum sp. 1  T836 2066 16/06/2007 9 Epigeous OTU 
Cantharellales Hydnaceae Hydnum umbilicatum   T1259 3541 24/06/2008 2 Epigeous OTU 
Cantharellales Hydnaceae Hydnum umbilicatum   T662 1722 25/05/2007 2 Epigeous OTU 
Corticiales Corticiaceae Peniophorella sp. 1 T743 1677 25/05/2007 4 Resupinate OTU 
Corticiales Corticiaceae Peniophorella sp. DQ647480   T743 1677 25/05/2007 4 Resupinate SnM 
Dacrymycetales Dacrymycetaceae Calocera sp. T458 957 13/05/2007 7 Epigeous nM 
Dacrymycetales Dacrymycetaceae Calocera sp. T883 n/a 16/06/2007 11 Epigeous nM 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Dacrymycetales Dacrymycetaceae Heterotextus sp. T976 n/a 19/06/2007 5 Epigeous nM 
Dacrymycetales Dacrymycetaceae Heterotextus sp. T850 n/a 16/06/2007 9 Epigeous nM 
Dacrymycetales Dacrymycetaceae Heterotextus sp. T766 n/a 16/06/2007 10 Epigeous nM 
Dacrymycetales Dacrymycetaceae Heterotextus sp. T780 n/a 16/06/2007 10 Epigeous nM 
Dacrymycetales Dacrymycetaceae Heterotextus sp. T913 n/a 18/06/2007 1 Epigeous nM 
Dacrymycetales Dacrymycetaceae Heterotextus sp. T796 n/a 16/06/2007 12 Epigeous nM 
Dacrymycetales Dacrymycetaceae Heterotextus sp. T868 n/a 16/06/2007 11 Epigeous nM 
Gomphales Gomphaceae Ramaria sp. T778 no 16/06/2007 10 Epigeous ID 
Helotiales Cyttariaceae Cyttaria sp. T779 n/a 16/06/2007 10 Epigeous nM 
Hysterangiales Hysterangiales sp. 1  T565 1522 13/05/2007 8 Hypogeous OTU 
 Hysterangiales   Hysterangiales sp. 2 T1290 3571 26/06/2008 9 Hypogeous OTU 
Polyporales Fomitopsidaceae Fomitopsis rosea DQ491412   T719 1704 25/05/2007 4 Epigeous SnM 
Polyporales Ganodermataceae Ganoderma sp. T753 n/a 16/06/2007 10 Epigeous nM 
Polyporales Meruliaceae 
Hyphoderma setigerum 
AJ534294   T474 973 13/05/2007 7 Resupinate SnM 
Polyporales Meruliaceae Phlebia concentrica AY219364   T745 1678 25/05/2007 4 Resupinate SnM 
Polyporales Phanerochaetaceae Phanerochaete sp. T1124 3381 12/02/2008 8 Epigeous nM 
Polyporales Phanerochaetaceae Phanerochaete sp. T1139 3403 12/02/2008 2 Epigeous nM 
Polyporales Polyporaceae Ryvardenia sp. T1042 n/a 20/06/2007 7 Epigeous nM 
Polyporales   Polyporaceae sp. T992 n/a 19/06/2007 5 Epigeous nM 
Polyporales   Polyporaceae sp. T994 n/a 19/06/2007 5 Epigeous nM 
Polyporales   Polyporaceae sp. T1051 n/a 20/06/2007 7 Epigeous nM 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Polyporales   Polyporaceae sp. T864 n/a 16/06/2007 9 Epigeous nM 
Polyporales   Polyporaceae sp. T865 n/a 16/06/2007 9 Epigeous nM 
Polyporales   Polyporaceae sp. T938 n/a 18/06/2007 1 Epigeous nM 
Polyporales   Polyporaceae sp. T950 n/a 18/06/2007 1 Epigeous nM 
Polyporales   Polyporaceae sp. T1014 n/a 21/06/2007 2 Epigeous nM 
Polyporales   Polyporaceae sp. T963 n/a 18/06/2007 3 Epigeous nM 
Polyporales   Polyporaceae sp. T964 n/a 18/06/2007 3 Epigeous nM 
 Polyporales    Uknown polypore T656 1716 25/05/2007 2 Epigeous nM 
Russulales Amylostereaceae Artomyces sp. 1  T1025 2158 19/06/2007 6 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T1232 3510 8/05/2008 6 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T1210 3487 8/05/2008 7 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T467 966 13/05/2007 7 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T644 1628 17/05/2007 10 epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T777 2015 16/06/2007 10 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T584 1602 15/05/2007 1 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T580 1604 15/05/2007 1 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T674 1737 25/05/2007 2 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T1177 3451 6/05/2008 12 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T487 985 16/05/2007 12 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T887 2094 16/06/2007 11 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T597 1586 17/05/2007 11 Epigeous OTU 
Russulales Amylostereaceae Artomyces sp. 1  T703 1666 25/05/2007 4 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Russulales Russulaceae Arcangeliella sp. 1 T991 2148 19/06/2007 5 Hypogeous OTU 
Russulales Russulaceae Arcangeliella sp. 1 T829 2050 16/06/2007 12 Hypogeous OTU 
Russulales Russulaceae Arcangeliella sp. 1 T1075 2208 21/06/2007 4 Hypogeous OTU 
Russulales Russulaceae Lactarius sp. 1 T1023 2154 19/06/2007 6 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T1222 3498 8/05/2008 5 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T522 1550 14/05/2007 5 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T1081 2186 20/06/2007 8 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T1250 3532 24/06/2008 7 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T1044 2203 20/06/2007 7 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T1123 3380 12/02/2008 7 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T625 1648 17/05/2007 9 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T846 no 16/06/2007 9 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T852 2056A 16/06/2007 9 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T1167 3439 6/05/2008 9 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T1282 3564 26/06/2008 9 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T645 1624 17/05/2007 10 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T1278 3560 26/06/2008 10 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T488 983 16/05/2007 12 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T1295 3576 26/06/2008 12 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T820 2037 16/06/2007 12 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 E8715 864 23/03/2007 3 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T1266 3548 24/06/2008 3 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Russulales Russulaceae Lactarius sp. 1 T602 1593 17/05/2007 11 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T890 2099 16/06/2007 11 Epigeous OTU 
Russulales Russulaceae Lactarius sp. 1 T723 1702 25/05/2007 4 Epigeous OTU 
Russulales Russulaceae Russula persanguinea T529 1547 14/05/2007 5 Epigeous OTU 
Russulales Russulaceae Russula persanguinea T1286 3568 26/06/2008 9 Epigeous OTU 
Russulales Russulaceae Russula persanguinea T579 1598 15/05/2007 1 Epigeous OTU 
Russulales Russulaceae Russula persanguinea T482 980 16/05/2007 12 Epigeous OTU 
Russulales Russulaceae Russula persanguinea T799 2024 16/06/2007 12 Epigeous OTU 
Russulales Russulaceae Russula persanguinea T821 2038 16/06/2007 12 Epigeous OTU 
Russulales Russulaceae Russula persanguinea T1264 3546 24/06/2008 3 Epigeous OTU 
Russulales Russulaceae Russula persanguinea T601 1595 17/05/2007 11 Epigeous OTU 
Russulales Russulaceae Russula persanguinea T708 1692 25/05/2007 4 Epigeous OTU 
Russulales Russulaceae Russula persanguinea  T1024 2151 19/06/2007 6 Epigeous OTU 
Russulales Russulaceae Russula sp. T707 1693 25/05/2007 4 Epigeous ID 
Russulales Russulaceae Russula sp. T1126 3383 12/02/2008 6 Epigeous ID 
Russulales Russulaceae Russula sp. T1127 no 12/02/2008 5 Epigeous ID 
Russulales Russulaceae Russula sp. T1209 3486 8/05/2008 7 Epigeous ID 
Russulales Russulaceae Russula sp. T459 958 13/05/2007 7 Epigeous ID 
Russulales Russulaceae Russula sp. T460 959 13/05/2007 7 Epigeous ID 
Russulales Russulaceae Russula sp. T460 959 13/05/2007 7 Epigeous ID 
Russulales Russulaceae Russula sp. T461 960 13/05/2007 7 Epigeous ID 
Russulales Russulaceae Russula sp. T476 974 13/05/2007 7 Hypogeous ID 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
423       
 












Russulales Russulaceae Russula sp. T643 1627 17/05/2007 10 Epigeous ID 
Russulales Russulaceae Russula sp. T1178 3452 6/05/2008 12 Epigeous ID 
Russulales Russulaceae Russula sp. T822 2039 16/06/2007 12 Epigeous ID 
Russulales Russulaceae Russula sp. T509 1546 16/05/2007 12 Epigeous ID 
Russulales Russulaceae Russula sp. 1 T546 1560 14/05/2007 6 Epigeous OTU 
Russulales Russulaceae Russula sp.  3 T578 1599 15/05/2007 1 Epigeous OTU 
Russulales Russulaceae Russula sp.  3 T502 1504 16/05/2007 12 Epigeous OTU 
Russulales Russulaceae Russula sp. 5 T545 1562 14/05/2007 6 Epigeous OTU 
Russulales Russulaceae Russula sp. 8 T997 2146 19/06/2007 5 Hypogeous OTU 
Russulales Russulaceae Russula sp. 9 T1132 3391 12/02/2008 1 Epigeous OTU 
Russulales Russulaceae Russula sp. 9 T1133 3393 12/02/2008 1 Epigeous OTU 
Russulales Russulaceae Russula sp. 9 T1142 3407 12/02/2008 1 Epigeous OTU 
Russulales Russulaceae Russula sp. 9 E8720 869 22/03/2007 2 epigeous OTU 
Russulales Russulaceae Russula sp. 9 T659 1731 25/05/2007 2 Epigeous OTU 
Russulales Russulaceae Russula sp. 9 T1148 3415 12/02/2008 4 Epigeous OTU 
Russulales Russulaceae Russula sp.  13 T658 1732 25/05/2007 2 Epigeous OTU 
Russulales Russulaceae Russula sp. 15 T1230 3508 8/05/2008 6 Epigeous OTU 
Russulales Russulaceae Russula sp. 15 T1223 3499 8/05/2008 5 Epigeous OTU 
Russulales Russulaceae Russula sp. 15 T1217 3494 8/05/2008 8 Epigeous OTU 
Russulales Russulaceae Russula sp. 16 T577 1600 15/05/2007 1 Epigeous OTU 
Russulales Russulaceae Russula sp. 16 T1301 3582 26/06/2008 11 Epigeous OTU 
Russulales Russulaceae Russula sp. 17 T1189 3465 5/05/2008 11 Epigeous OTU 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Russulales Russulaceae Russulaceae sp. 1   T1037 2162 19/06/2007 6 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 1   T1235 3517 8/05/2008 6 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 1   T542 1565 14/05/2007 6 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 1   T543 1568 14/05/2007 6 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 1   T1227 3503 8/05/2008 5 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 1   T1099 2176 20/06/2007 8 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 1   T562 1526 13/05/2007 8 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 2 T1182 3458 6/05/2008 12 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 2 T1113 3013 15/11/2007 11 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 3 T1245 3770 24/06/2008 5 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 3 T740 1667 25/05/2007 4 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 4 T830 2051 16/06/2007 12 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 4 T741 1669 25/05/2007 4 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 10 T998 2147 19/06/2007 5 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 11 T995 2143 19/06/2007 5 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 12 T1234 3516 8/05/2008 6 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 12 T1221 3527 8/05/2008 5 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 12 T996 2149 19/06/2007 5 Hypogeous OTU 
Russulales Russulaceae Russulaceae sp. 12 T1121 3379 21/12/2007 11 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. T1258 3540 24/06/2008 6 Hypogeous ID 
Russulales Russulaceae Zelleromyces sp. T1036 2160 19/06/2007 6 Hypogeous ID 
Russulales Russulaceae Zelleromyces sp. T1251 3533 24/06/2008 8 Hypogeous ID 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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Russulales Russulaceae Zelleromyces sp. T1019 2190 21/06/2007 2 Hypogeous ID 
Russulales Russulaceae Zelleromyces sp. 1 T541 1566 14/05/2007 6 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 1 T1246 3528 24/06/2008 5 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 1 T989 2144 19/06/2007 5 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 1 T990 2145 19/06/2007 5 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 1 T559 1525 13/05/2007 8 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 1 T1213 3490 8/05/2008 7 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 1 T1247 3529 24/06/2008 7 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 1 T664 1720 25/05/2007 2 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 1 T739 1670 25/05/2007 4 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 2 T1125 3382 12/02/2008 6 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 2 T1226 3502 8/05/2008 5 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 2 T1095 2174 20/06/2007 8 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 2 T477 975 13/05/2007 7 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 2 T1274 3556 24/06/2008 1 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 2 T735 1671 25/05/2007 4 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 2 T1074 2211 21/06/2007 4 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 2 T1262 3544 24/06/2008 4 Hypogeous OTU 
Russulales Russulaceae Zelleromyces sp. 3 T663 1714 25/05/2007 2 Hypogeous OTU 
Russulales Stereaceae Stereum annosum   T657 1723 25/05/2007 2 Epigeous SnM 
Russulales   aff. Stephanospora T1120 3378 17/11/2007 6 Epigeous C 
Tremellales  Tremellaceae Tremella sp. T784 n/a 16/06/1997 10 Epigeous nM 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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    Basidiomycete sp. 6  T1214 3491 8/05/2008 7 Hypogeous OTU 
    Fungal sp. 3 T478 976 13/05/2007 7 Epigeous OTU 
    Fungal sp. 3 T746 1675 25/05/2007 4 Epigeous OTU 
    undetermined T537 1561 14/05/2007 6 Epigeous pS 
    undetermined T563 1529 13/05/2007 8 Hypogeous pS 
    undetermined T454 953 13/05/2007 7 Hypogeous pS 
    undetermined T626 1646 17/05/2007 9 Epigeous pS 
    undetermined T650 1626 17/05/2007 9 Hypogeous pS 
 
  undetermined  T744 1676 25/05/2007 4 Epigeous C 
    undetermined T1038 2161 19/06/2007 6 Hypogeous pS 
    undetermined T560 1521 13/05/2007 8 Hypogeous pS 
    undetermined T646 1623 17/05/2007 10 Epigeous pS 
    undetermined T764 2010 16/06/2007 10 Epigeous pS 
    undetermined T1104 3002 12/11/2007 2 Epigeous pS 
    undetermined T484 986 16/05/2007 12 Epigeous pS 
    undetermined T496 1514 16/05/2007 12 Epigeous pS 
    undetermined T805 2040 16/06/2007 12 Epigeous pS 
    undetermined T517 1513 16/05/2007 12 Hypogeous pS 
    undetermined T568 1612 15/05/2007 3 Epigeous pS 
    undetermined T567 1614 15/05/2007 3 Hypogeous pS 
    undetermined T1205 3482 5/05/2008 11 Epigeous pS 
    undetermined T731 1689 25/05/2007 4 Epigeous pS 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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    undetermined T982 no 19/06/2007 5 Epigeous N 
    undetermined T987 no 19/06/2007 5 Epigeous N 
    undetermined T984 no 19/06/2007 5 Epigeous N 
    undetermined T986 no 19/06/2007 5 Epigeous N 
    undetermined T1043 no 20/06/2007 7 Epigeous N 
    undetermined T1052 no 20/06/2007 7 Epigeous N 
    undetermined T858 no 16/06/2007 9 Epigeous N 
    undetermined T859 no 16/06/2007 9 Epigeous N 
    undetermined T860 no 16/06/2007 9 Epigeous N 
    undetermined T861 no 16/06/2007 9 Epigeous N 
    undetermined T834 no 16/06/2007 9 Hypogeous N 
    undetermined T651 no 17/05/2007 10 Epigeous N 
    undetermined T752 no 16/06/2007 10 Epigeous N 
    undetermined T759 no 16/06/2007 10 Epigeous N 
    undetermined T760 no 16/06/2007 10 Epigeous N 
    undetermined T769 no 16/06/2007 10 Epigeous N 
    undetermined T774 no 16/06/2007 10 Epigeous N 
    undetermined T775 no 16/06/2007 10 Epigeous N 
    undetermined T931 no 18/06/2007 1 Epigeous N 
    undetermined T932 no 18/06/2007 1 Epigeous N 
    undetermined T1018 no 21/06/2007 2 Epigeous N 
    undetermined T786 no 16/06/2007 12 Epigeous N 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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    undetermined T808 no 16/06/2007 12 Epigeous N 
    undetermined T810 no 16/06/2007 12 Epigeous N 
    undetermined T818 no 16/06/2007 12 Epigeous N 
    undetermined T826 no 16/06/2007 12 Epigeous N 
    undetermined T832 no 16/06/2007 12 Hypogeous N 
    undetermined T942 no 18/06/2007 3 Epigeous N 
    undetermined T945 no 18/06/2007 3 Epigeous N 
    undetermined T960 no 18/06/2007 3 Epigeous N 
    undetermined T965 no 18/06/2007 3 Epigeous N 
    undetermined T966 no 18/06/2007 3 Epigeous N 
    undetermined T967 no 18/06/2007 3 Epigeous N 
    undetermined T968 no 18/06/2007 3 Epigeous N 
    undetermined T969 no 18/06/2007 3 Epigeous N 
    undetermined T971 no 18/06/2007 3 Epigeous N 
    undetermined T972 no 18/06/2007 3 Epigeous N 
    undetermined T898 no 16/06/2007 11 Epigeous N 
    undetermined T902 no 16/06/2007 11 Epigeous N 
    undetermined T907 no 16/06/2007 11 Epigeous N 
    undetermined T910 no 16/06/2007 11 Epigeous N 
    undetermined T1066 no 21/06/2007 4 Epigeous N 
    undetermined T1040 2164 19/06/2007 6 Hypogeous pS 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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    undetermined T539 1567 14/05/2007 6 Epigeous F 
    undetermined T523 1541 14/05/2007 5 Epigeous F 
    undetermined T1096 2173 20/06/2007 8 Hypogeous pS 
    undetermined T1100 2177 20/06/2007 8 Hypogeous pS 
    undetermined T1097 2182 20/06/2007 8 Hypogeous pS 
    undetermined T455 954 13/05/2007 8 Epigeous F 
    undetermined T1093 2183 20/06/2007 8 Epigeous F 
    undetermined T1110 3010 13/11/2007 8 Epigeous F 
    undetermined T561 1519 13/05/2007 8 Hypogeous F 
    undetermined T1098 2175 20/06/2007 8 Hypogeous F 
    undetermined T556 1518 13/05/2007 8 Epigeous F 
    undetermined T564 1524 13/05/2007 8 Hypogeous F 
    undetermined T1215 3492 8/05/2008 7 Hypogeous pS 
    undetermined T1056 2199 20/06/2007 7 Epigeous pS 
    undetermined T465 964 13/05/2007 7 Epigeous F 
    undetermined T1049 2202 20/06/2007 7 Hypogeous F 
    undetermined T471 970 13/05/2007 7 Epigeous F 
    undetermined T479 978 13/05/2007 7 Hypogeous F 
    undetermined T869 2075 16/06/2007 9 Epigeous F 
    undetermined T649 1625 17/05/2007 9 Hypogeous F 
    undetermined T637 1657 17/05/2007 9 Hypogeous F 
    undetermined T638 1658 17/05/2007 9 Hypogeous F 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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    undetermined T1118 3018 15/11/2007 10 Epigeous F 
    undetermined T928 2114 18/06/2007 1 Epigeous pS 
    undetermined T948 2109 18/06/2007 1 Epigeous F 
    undetermined T918 2119 18/06/2007 1 Epigeous F 
    undetermined T1103 3003 12/11/2007 1 Epigeous F 
    undetermined T922 2112 18/06/2007 1 Hypogeous F 
    undetermined T590 1605 15/05/2007 1 Hypogeous F 
    undetermined T666 1719 25/05/2007 2 Hypogeous pS 
    undetermined T670 1726 25/05/2007 2 Epigeous F 
    undetermined T683 1743 25/05/2007 2 Epigeous F 
    undetermined T694 1753 25/05/2007 2 Epigeous F 
    undetermined T698 1754 25/05/2007 2 Epigeous F 
    undetermined T696 1756 25/05/2007 2 Epigeous F 
    undetermined T1140 3404 12/02/2008 2 Epigeous F 
    undetermined T667 1718 25/05/2007 2 Hypogeous F 
    undetermined T690 1746 25/05/2007 2 Epigeous F 
    undetermined T511 1515 16/05/2007 12 Epigeous F 
    undetermined T1271 3553 24/06/2008 3 Epigeous pS 
    undetermined T1106 3007 12/11/2007 3 Epigeous F 
    undetermined T569 1520 15/05/2007 3 Epigeous F 
    undetermined T569 1615 15/05/2007 3 Epigeous F 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
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    undetermined T615 1596 17/05/2007 11 Hypogeous pS 
    undetermined T908 2090 16/06/2007 11 Epigeous F 
    undetermined T894 2093 16/06/2007 11 Epigeous F 
    undetermined T736 1672 25/05/2007 4 Hypogeous pS 
    undetermined T1077 2214 21/06/2007 4 Hypogeous pS 
    undetermined T729 1690 25/05/2007 4 Epigeous F 
    undetermined T720 1696 25/05/2007 4 Epigeous F 
    undetermined T722 1698 25/05/2007 4 Epigeous F 
    undetermined T725 1699 25/05/2007 4 Epigeous F 
    undetermined T718 1703 25/05/2007 4 Epigeous F 
    undetermined T1060 2220 21/06/2007 4 Epigeous F 
    undetermined T737 1673 25/05/2007 4 Hypogeous F 
    undetermined T1007 no 19/06/2007 6 Epigeous NnM  
    undetermined T1008 no 19/06/2007 6 Epigeous NnM 
    undetermined T1009 no 19/06/2007 6 Epigeous NnM 
    undetermined T1010 no 19/06/2007 6 Epigeous NnM 
    undetermined T978 no 19/06/2007 5 Epigeous NnM 
    undetermined T993 no 19/06/2007 5 Epigeous NnM 
    undetermined T557 1528 13/05/2007 8 Epigeous NnM 
    undetermined T866 no 16/06/2007 9 Epigeous NnM 
    undetermined T867 no 16/06/2007 9 Epigeous NnM 
    undetermined T877 no 16/06/2007 9 Epigeous NnM 














 C = sequenced but contaminated, F = DNA amplification failed, N = not sequenced and unable to identify from morphology, , NnM = not 
sequenced and likely not mycorrhizal, nM = non-mycorrhizal and not sequenced, OTU = allocated to OTU, pS = poor quality sequence,  
SnM = sequenced and non-mycorrhizal identification, ID = identified but not to OTU level. 
















    undetermined T781 2014 16/06/2007 10 Epigeous NnM 
    undetermined T783 no 16/06/2007 10 Epigeous NnM 
    undetermined T785 no 16/06/2007 10 Epigeous NnM 
    undetermined T936 no 18/06/2007 1 Epigeous NnM 
    undetermined T937 no 18/06/2007 1 Epigeous NnM 
    undetermined T939 no 18/06/2007 1 Epigeous NnM 
    undetermined T655 1712 25/05/2007 2 Epigeous NnM 
    undetermined T689 1749 25/05/2007 2 Epigeous NnM 
    undetermined T504 992 16/05/2007 12 Epigeous NnM 
    undetermined T497 1510 16/05/2007 12 Epigeous NnM 
    undetermined T515 1517 16/05/2007 12 Epigeous NnM 
    undetermined T800 no 16/06/2007 12 Epigeous NnM 
    undetermined T801 no 16/06/2007 12 Epigeous NnM 

















Appendix 23 Selection of photographs of ectomycorrhizal sporocarps sampled from 
E. delegatensis forest. Photographs were taken using a Canon Powershot S40 digital camera. 
Below, the unique sample number, species names, date sampled and plot number, are given 
for each of the photographs. Scale bar is shown on each photo, total length of bar is 5cm and 
each increment is 1cm. 
 
 
A. T462 Cortinariaceae sp. 10 13/05/2007 plot 7  B. T463 Cortinarius sp. 20 13/05/2007 plot 7 








E. T512 Cortinarius sp. 43 16/05/2007 plot 12       F. T541 Zelleromyces sp. 1 14/05/2007 plot 6 
G. T542 Russulaceae sp. 1  14/05/2007 plot 6       H. T955 Clavulina sp. 5 18/06/2007 plot 3  









K. T1292 Cortinarius sp. 72 26/06/2008 plot 9           L. T1264 Russula  persanguinea 24/06/2008 plot 3 
M. T1242 Laccaria sp. 1 8/05/2008 plot 1               N. T1287 Dermocybe sp. 2 26/06/2008 plot 9 









Q. T1148 Russula sp. 9 12/02/2008 plot 4  R. T1137 Boletaceae sp. 2 12/02/2008 plot 2 







Appendix 24 Phylogenetic trees for major ectomyorrhizal families recorded from 
E. delegatensis forest. 
All samples with similar BLAST results were aligned with public database sequences of high 
sequence similarity. Alignments were used to construct maximum-likelihood trees. Trees are 
rooted with the out-group. Each branch label shows the name of OTU followed by the DNA 
sample number. Sample number shows an F or R at the end of a four digit number which 
indicates the direction of the sequence (F-forward, R-reverse), which is followed by the sample 
type (S-sporocarp, R-root-tip). If the sample is a public database sequence, the species name 
and accession number are shown. Public database sequence names are given as shown in the 
public database but OTUs were named according to taxonomy described in the methods. 
Sequences from hypogeous species and OTUs are labelled with an asterisk *. Public database 
sequences that had dubious identifications are noted. 
Scale bar indicates a sequence variation of either 10% (0.1), 1% (0.01), or 0.1% (0.001). Where 
OTUs were named based on similarity to a public database sequence, reference to relevant 
publications is given where possible. For the Cortinariaceae and Russulaceae overview trees, 
representative sequences from OTUs were used. Multiple sequences from each OTU are used 
in the more detailed trees within these two families. 
A24.1 Amanitaceae 
A.24.2 Boletaceae 
A24.3 Clavariaceae and Clavulinaceae 
A24.4 Cortinariaceae overview 
A24.5 Cortinariaceae detail, upper part of tree 
A24.6 Cortinariaceae detail, lower part of tree 
A24.7 Cortinacriaceae group 1 – includes Inocybaceae, Descomyces and Descolea 
A24.8 Cortinariaceae group 2 – includes Cortinarius aff. infractus 
A24.9 Cortinariaceae group 3 – includes Cortinarius aff. rotundisporus and 
Cortinarius aff. sclerophyllarum  
A24.10 Cortiariaceae group 4 – includes Dermocybe spp. 
A24.11 Cortinariaceae group 5 – includes Cortinarius aff. cannarius and Cortinarius aff. walkeri 





A24.13 Cortinariacae group 7 – includes Cortinarius aff. ardesiacus 
A24.14 Cortinariaceae group 8 – includes Cortinarius  aff. tasmacamphoratus   
A24.15 Helotiales 
A24.16 Hydnangicaeae 
A24.17 Russulaceae overview 
A24.18 Russulaceae group 1 – Lactarius and Zelleromyces 
A24.19 Russulaceae group 2 – Russula spp. 
A24.20 Russulaceae group 3 – Russula persanguinea 
A24.21 Russulaceae group 4 – Russulaceae sp. 1 




















Amanita sp. AY194965 - Sawyer, N.A., Chambers, S.M. and Cairney, J.W.G. (unpublished) 
Molecular phylogeny of Australian Amanita species, Centre for Horticulture and Plant Sciences, 
University of Western Sydney, Locked Bag 1797, Penrith South DC, NSW 1797, Australia. 
Other Amanita species with accession numbers beginning with AY19..... are also from the 
above unpublished project. 
Amanita muscaria EU071902 - Geml, J., Tulloss, R.E., Laursen, G.A., Sazanova, N.A. and Taylor, 
D.L. (2008) Evidence for strong inter- and intra continental phylogeographic structure in 








Leccinum carpini  AF454588 - den Bakker, H.C., Gravendeel, B., Noordeloos, M.E. and Kuijper, 
T.W.  (Unpublished) A phylogeny of the European species of Leccinum based on rDNA ITS1-
5.8S-ITS2 sequences: irregular repetitive sequences cause extreme inter- and intraspecific 






A24.3 Clavariaceae and Clavulinaceae 
Clavulina sp. EU526004 - Smith, J.E., Molina, R., Huso, M.M.P., Luoma, D.L., McKay, D., 
Castellano, M.A., Lebel, T. and Valachovic, Y. (2002) Species richness, abundance, and 
composition of hypogeous and epigeous ectomycorrhizal fungal sporocarps in young, rotation-
age, and old-growth stands of Douglas-fir (Pseudotsuga menziesii) in the Cascade Range of 
Oregon, USA. Can. J. Bot. 80: 186-204. 
Clavulina cinerea  EU11861 -Larsson, K.H. (2007) Re-thinking the classification of corticioid 
fungi. Mycol. Res. 111(9): 1040-1063 
Clavulina cf. cristata DQ974710 - Smith, M.E., Douhan, G.W. and Rizzo, D.M. (2007) 
Ectomycorrhizal community structure in a xeric Quercus woodland based on rDNA sequence 





A24.4 Cortinariaceae overview 
Inocybe hystrix AM882812 & Inocybe cf. tenebrosa AM882899 - Ryberg, M., Nilsson, R.H., 
Kristiansson, E., Topel, M., Jacobsson, S. and Larsson, E. (2008) Mining metadata from 
unidentified ITS sequences in GenBank: a case study in Inocybe (Basidiomycota). BMC Evol. 
Biol. 8:50. 
Descomyces albus DQ328209 and Thaxterogaster piriformis DQ328106 - Francis, A. A. (2006) 
The utility of morphological, ITS molecular and combined datasets in estimating the phylogeny 
of the cortinarioid sequestrate fungi. Doctor of Philosophy, Murdoch University. 
Descolea recedens AF325649, Thaxterogaster albocanus AF325599, Cortinarius dulciolens 
AF325610  - Peintner, U., Bougher, N.L., Castellano, M.A., Moncalvo, J.-M., Moser, M.M., 
Trappe, J.M. and Vilgalys, R. (2001) Multiple origins of sequestrate fungi related to Cortinarius 
(Cortinariaceae). Am. J. Bot. 88(12): 2168-2179. 
Tubaria serrulata DQ182507 - Matheny, P.B., Vellinga, E.C., Bougher, N.L., Ceska, O., Moreau, 
P.A., Neves, M.A. and Ammirati, J.F. (2007) Taxonomy of displaced species of Tubaria. 
Mycologia 99(4): 569-585 
Cortinarius australis AY669615, Cortinarius cystidiocatenatus AY669651, 
Cortinarius globuliformis AY669602, Cortinarius cannarius AY669630, Cortinarius walkeri 
AY669632, Cortinarius submagellanicus AY669614, Cortinarius sclerophyllarum AY669637, 
Cortinarius infractus AY174782, Cortinarius tasmacamphoratus AY669633  - Garnica, S., Weiss, 
M., Oertel, B. and Oberwinkler, F. (2005) A framework for a phylogenetic classification in the 
genus Cortinarius (Basidiomycota, Agaricales) derived from morphological and molecular data. 
Can. J. Bot. 83: 1457-1477. 
Cortinarius rotundisporus AF136738 - Sawyer, N.A., Chambers, S.M. and Cairney, J.W.G. (1999) 
Molecular investigation of genet distribution and genetic variation of Cortinarius rotundisporus 
in eastern Australian sclerophyll forests. New Phytol. 142(3): 561-568 
Cortinarius obtusus AJ438981 - Schubert, R., Raidl, S., Funk, R., Bahnweg, G., Muller-Starck, G. 
and Agerer, R. (2003) Quantitative detection of agar-cultivated and rhizotron-grown Piloderma 
croceum Erikss. & Hjortst. by ITS1-based fluorescent PCR. Mycorrhiza 13(3): 159-165 
Dermocybe austroveneta AF112147 -  Chambers, S.M., Sawyer, N.A. and Cairney, J.W.G. 





























A24.9 Cortinariaceae group 3 – includes Cortinarius aff. rotundisporus and 















A24.12 Cortinariaceae group 6 – includes Cortinarius aff. submagellanicus and 
Cortinarius aff. australis 
ITS sequences do not discriminate Thaxtergaster piriformis DQ 328106 from Cortinarius 
submagellicanus but but sporocarp morphology indicates that these collections are closer to 

















Hymenoscyphus sp. AF081435 - Monreal, M., Berch, S.M. and Berbee, M. (1999) Molecular diversity of 
ericoid mycorrhizal fungi. Can. J. Bot. 77: 1580-1594  
Helotiales sp. DQ914731 - Collado, J., Platas, G., Paulus, B. and Bills, G.F. (2007) High-throughput 
culturing of fungi from plant litter by a dilution-to-extinction technique. FEMS Microbiol. Ecol. 60(3): 521-
533  
Dermea viburni AF141163 - Abeln, E.C.A., de Pagter, M.A. and Verkley, G.J.M.  (2000) Phylogeny of 
Pezicula, Dermea and Neofabraea inferred from partial sequences of the nuclear ribosomal RNA gene 









Laccaria montana DQ149865 and Laccaria montana DQ149862 - Osmundson, T.W., Cripps, C.L. 
and Mueller, G.M. (2005) Morphological and molecular systematics of Rocky Mountain alpine 
Laccaria. Mycologia 97(5): 949-972  
Laccaria amethystina AM113953 - Kjoller,R. (2006) Disproportionate abundance between 
ectomycorrhizal root tips and their associated mycelia. FEMS Microbiol. Ecol. 58(2): 214-224  
Laccaria amethystina EU819476 - Palmer, J.M., Lindner, D.L. and Volk, T.J. (2008) 
Ectomycorrhizal characterization of an American chestnut (Castanea dentata)-dominated 
community in Western Wisconsin. Mycorrhiza 19(1): 27-36  
Laccaria laccata  AB211273 - Nara,K. (2006) Ectomycorrhizal networks and seedling 
establishment during early primary succession New Phytol. 169(1): 169-178  
Laccaria laccata AF204814  - Kikuchi, K., Matsushita, N., Guerin-Laguette, A., Ohta, A. and 
Suzuki, K. (2000) Detection of Tricholoma matsutake by specific ITS primers. Mycol. Res. 
104(12): 1427-1430  
Laccaria cf. proxima DQ822818 - Peay, K.G., Bruns, T.D., Kennedy, P.G., Bergemann, S.E. and 
Garbelotto, M. (2007) A strong species-area relationship for eukaryotic soil microbes: island 
size matters for ectomycorrhizal fungi. Ecol. Lett. 10(6): 470-480 
Possible mis-identification of several sequences at the base of the tree as Laccaria laccata, 
L. amethystina, L. bicolor and L. proxima do not form monophyletic clades. Many Australian 
Laccaria species are frequentyl mis-identified (Tom May, personal communication). 
Laccaria sp. 1 appears to encompass a high level of sequence variation, but much of this is due 
to noisy sequences for four of the samples. Time and resource constraints did not allow these 








A24.17 Russulaceae overview 
Lactarius rufus DQ116912 - Hortal, S., Pera, J., Galipienso, L. and Parlade, J. (2006) Molecular 
identification of the edible ectomycorrhizal fungus Lactarius deliciosus in the symbiotic and 
extraradical mycelium stages. J. Biotechnol. 126(2): 123-134 
Russula brevipes var. acrior EU819422, Lactarius imperceptus EU819485 - Palmer, J.M., Lindner, 
D.L. and Volk, T.J. (2008) Ectomycorrhizal characterization of an American chestnut (Castanea 
dentata)-dominated community in Western Wisconsin. Mycorrhiza 19(1): 27-36  
 
Lactarius sp. AY456344 and Lactarius sp. AY456347 - Edwards, I.P., Cripliver, J.L., Gillespie, A.R., 
Johnsen, K.H., Scholler, M. and Turco, R.F. (2004) Nitrogen availability alters macrofungal 
basidiomycete community structure in optimally fertilized loblolly pine forests New Phytol. 
162(3): 755-770 
Russula rubrolute EU019940, Russula tapawera EU019942, Cystangium seminudum EU019947, 
Russula sp. EU019920, Russula persanguinea EU019916, Russula sinuata EU019943 -  Lebel,T. 
and Tonkin,J.E.(2007) Australasian species of Macowanites are sequestrate Russula (Russulales, 
Basidiomycota). Aust. Syst. Bot. 20: 355-381  
 
Russula sp. EU569277 - Morris, M.H., Perez-Perez, M.A., Smith, M.E. and Bledsoe, C.S. (2008) 
Multiple species of ectomycorrhizal fungi are frequently detected on individual oak root tips in 






































Sebaciniaceae sp. AJ534910 and Sebacinaceae sp . AJ534907 - Tedersoo, L., Hallenberg, N., Larsson, K.H. 
and Koljalg, U. (2003) Fine scale distribution of ectomycorrhizal fungi and roots across substrate layers 
including coarse woody debris in a mixed forest. New Phytol. 159: 153-165  
Sebacina helvelloides AJ966750 - Tedersoo, L., Suvi, T., Larsson, E. and Koljalg, U. (2006) Diversity and 







Tomentellopsis bresadoliana AJ410779 - Koljalg, U., Tammi, H., Timonen, S., Agerer, R. and Sen, R. (2002) 
ITS rDNA sequence-based phylogenetic analysis of Tomentellopsis species from boreal and temperate 
forests, and the identification of pink-type ectomycorrhizas. Mycol. Prog. 1(1): 81-92  
Tomentella lapidum AF272941 - Koljalg, U., Dahlberg, A., Taylor, A.F., Larsson, E., Hallenberg, N., Stenlid, 
J., Larsson, K.H., Fransson, P.M., Karen, O. and Jonsson, L. (2000) Diversity and abundance of resupinate 






Tricholoma saponaceum  AF377195 and Tricholoma acerbum AF377247 - Bidartondo, M.I. and 
Bruns, T.D.  (2002) Fine-level mycorrhizal specificity in the Monotropoideae (Ericaceae): 





Appendix 25 Representative ectomycorrhizal fungal OTU rDNA sequences from 
sporocarps and root tips.  






































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































Appendix 26 Presence absence matrices of ectomycorrhizal sporocarp and root tip 
fungal OTUs for the study plots (all OTUs, including singletons). 




plots 1 2 3 4 5 6 7 8 9 10 11 12 
Agaricales sp. 1 0 0 0 0 0 0 0 0 0 0 1 0 1 
Agaricales sp. 2 1 0 0 1 0 0 0 0 0 0 0 0 2 
Agaricales sp. 3 0 1 0 0 0 0 0 0 1 0 0 0 2 
Agaricales sp. 4 0 1 0 0 0 0 0 0 0 0 0 0 1 
Agaricales sp. 5 0 0 0 0 1 0 0 0 0 0 0 0 1 
Alnicola sp. 1 0 0 0 0 0 0 0 0 0 0 0 1 1 
Amanita sp. 1 0 0 1 0 0 0 0 0 0 0 0 0 1 
Amanita sp. 2 0 0 0 1 0 0 0 0 0 0 0 0 1 
Amanita sp. 3 1 0 1 1 0 0 0 0 1 0 0 0 4 
Amanita sp. 4 0 0 0 0 0 0 0 0 0 0 1 0 1 
Amanita sp. 5 0 0 0 1 0 0 0 0 0 0 0 0 1 
Arcangeliella sp. 1  0 0 0 1 1 0 0 0 0 0 0 1 3 
Artomyces sp. 1  1 1 0 1 0 1 1 0 0 1 1 1 8 
Artomyces sp. 2 0 0 0 0 0 0 0 0 1 0 0 0 1 
Ascocoryne sp. 1 0 0 0 0 0 0 0 0 0 1 0 0 1 
Ascomycete sp. 1 1 0 0 0 0 0 1 0 1 0 0 0 3 
Ascomycete sp. 2 1 0 0 0 0 0 0 1 0 0 0 0 3 
Ascomycete sp. 3  1 0 1 0 0 0 0 0 0 0 0 0 2 
Ascomycete sp. 6 0 0 0 0 0 0 0 0 0 0 0 1 1 
Ascomycete sp. 8 0 0 0 0 0 0 0 0 0 1 0 0 1 
Ascomycete sp. 9 0 0 1 0 1 1 1 0 0 0 0 0 4 
Ascomycete sp. 10 0 0 0 0 0 0 0 0 1 0 1 0 1 
Ascomycete sp. 20 0 0 0 0 0 0 0 0 1 0 0 0 1 
Ascomycete sp. 21 0 0 0 0 0 0 0 0 0 0 0 1 1 
Ascomycete sp. 30 0 0 0 0 0 0 0 0 1 0 0 0 1 
Ascomycete sp. 31 0 1 0 0 0 1 0 0 0 0 0 0 2 
Basidiomycete sp. 1 0 0 0 0 0 0 1 0 0 0 0 0 1 
Basidiomycete sp. 2  0 0 0 0 0 0 0 0 1 1 0 0 1 
Basidiomycete sp. 3 0 0 1 0 0 0 0 0 0 0 0 0 1 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Basidiomycete sp. 6 0 0 0 0 0 0 1 0 0 0 0 0 1 
Basidiomycete sp. 7 0 1 0 0 0 0 0 0 0 0 0 0 1 
Basidiomycete sp. 8 0 0 0 0 0 0 0 1 0 0 0 0 2 
Basidiomycete sp. 10 0 0 0 0 0 0 0 0 0 0 0 0 1 
Basidiomycete sp. 11 0 0 0 0 0 0 1 0 0 0 0 0 1 
Basidiomycete sp. 12 0 0 0 0 0 0 0 0 0 1 0 0 1 
Basidiomycete sp. 14 0 0 0 0 0 1 0 0 1 0 0 0 1 
Boletaceae sp. 2  0 1 1 0 1 0 0 0 0 0 0 0 3 
Boletaceae sp. 3 1 1 0 0 0 0 0 0 0 0 0 0 2 
Boletaceae sp. 4 0 0 0 1 0 0 0 0 0 0 0 0 1 
Boletaceae sp. 5 0 0 0 1 0 0 0 0 0 0 0 0 1 
Boletaceae sp. 6  0 0 1 1 0 0 0 0 1 0 0 1 4 
Cantharellales sp. 1 0 0 0 0 0 0 0 0 1 1 1 0 3 
Cenococcum geophilum 0 0 0 0 0 0 0 0 0 0 1 1 2 
Clavariaceae sp. 1 0 0 0 0 0 1 0 1 0 0 0 0 2 
Clavariaceaa sp. 2 0 0 0 0 0 0 0 1 0 0 0 0 1 
Clavariaceae sp. 3 0 0 0 0 0 0 0 1 0 0 0 0 1 
Clavariaceae sp. 4 0 0 0 0 0 0 0 1 0 0 0 0 1 
Clavariaceae sp. 5 0 0 0 0 0 0 0 0 0 0 1 0 1 
Clavulina sp. 1 1 1 0 0 0 0 0 0 0 0 0 0 2 
Clavulina sp. 3 0 0 0 1 0 0 0 0 0 0 1 0 2 
Clavulina sp. 4 0 0 0 0 0 1 0 0 0 0 0 0 1 
Clavulina sp. 5 0 0 1 1 0 0 0 0 0 0 0 0 2 
Clavulina sp. 6 0 0 1 0 0 0 0 0 0 0 0 0 1 
Clavulina sp. 7 0 0 0 0 0 0 0 1 0 0 0 0 1 
Cortinariaceae sp. 1  0 0 0 0 0 1 0 0 0 0 0 0 1 
Cortinariaceae sp. 2  0 0 0 0 0 0 0 0 1 0 0 1 1 
Cortinariaceae sp. 3 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinariaceae sp. 5  0 0 0 0 0 0 0 0 1 0 1 0 1 
Cortinariaceae sp. 6 0 0 0 0 1 0 0 0 0 0 0 0 1 
Cortinariaceae sp. 7 0 0 0 0 0 0 0 0 0 1 0 0 1 
Cortinariaceae sp. 8 1 0 0 1 0 0 0 0 0 0 0 0 3 
Cortinariaceae sp. 10 0 0 0 0 0 1 1 0 0 0 0 0 3 
Cortinariaceae sp. 13 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinariaceae sp. 14  0 0 1 0 0 0 0 0 0 0 0 0 2 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Cortinariaceae sp. 53 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius aff. 
ardesiacus 0 0 0 0 0 0 0 0 0 1 1 0 2 
Cortinarius aff. australis 0 1 0 0 0 0 0 1 1 1 0 1 5 
Cortinarius aff. cannarius 0 0 0 0 0 0 0 0 0 0 1 1 2 
Cortinarius aff. fragilis 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius aff. infractus 0 0 0 0 0 0 0 0 1 0 1 0 2 
Cortinarius aff. 
persicanus 0 0 0 0 0 0 1 1 0 0 0 0 2 
Cortinarius aff. 
rotundisporus  0 1 1 1 0 0 0 0 1 1 1 1 7 
Cortinarius aff. 
sclerophyllarum 1 1 1 1 0 0 0 0 0 1 0 0 5 
Cortinarius aff. 
submagellanicus 0 0 0 1 1 0 1 0 0 1 1 1 6 
Cortinarius aff. 
tasmacamphoratus 1 0 1 1 0 0 0 0 1 1 0 0 5 
Cortinarius aff. walkeri 0 0 0 0 1 1 0 0 0 0 0 1 3 
Cortinarius sp. 1 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 2 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 3 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 4 0 0 0 0 0 1 0 1 1 0 0 0 2 
Cortinarius sp. 5 0 0 0 0 0 0 0 0 0 0 1 1 2 
Cortinarius sp. 6  0 0 0 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 7 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 8 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 9 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 10 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 11 0 0 0 0 0 0 0 0 0 1 0 0 1 
Cortinarius sp. 12   0 0 0 1 0 0 0 0 0 1 0 0 3 
Cortinarius sp. 13 0 0 0 0 0 0 0 0 1 0 1 1 2 
Cortinarius sp. 14 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 15 0 0 0 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 16 1 0 0 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 17 0 0 1 1 0 0 0 0 0 0 0 0 2 
Cortinarius sp. 19 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 20 0 0 0 0 0 0 1 0 1 0 0 0 1 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Cortinarius sp. 22 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 24 0 0 0 0 0 0 0 1 1 0 0 0 1 
Cortinarius sp. 25 0 0 0 0 1 0 0 0 0 0 0 0 1 
Cortinarius sp. 26 0 0 0 0 0 0 0 1 0 0 0 0 1 
Cortinarius sp. 27 0 0 0 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 28 0 0 0 0 0 1 0 0 1 0 0 0 1 
Cortinarius sp. 29   0 0 0 0 0 0 0 0 1 1 0 0 1 
Cortinarius sp. 30 0 0 0 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 31 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 32 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 33 0 0 0 1 0 0 0 0 0 1 0 0 2 
Cortinarius sp. 34 0 0 0 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 35 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 36 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 37 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 38 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 39 0 0 0 0 0 0 0 0 0 1 0 0 1 
Cortinarius sp. 40 0 0 1 0 0 0 0 0 0 0 0 0 2 
Cortinarius sp. 41    1 0 0 0 0 0 0 0 0 0 0 1 2 
Cortinarius sp. 43 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 44 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 45 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 46 1 0 0 1 0 0 0 0 0 0 1 1 4 
Cortinarius sp. 48 0 0 0 0 0 0 0 0 1 1 0 0 1 
Cortinarius sp. 49 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 50 0 0 0 0 0 0 0 0 1 0 0 1 1 
Cortinarius sp. 51 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 52 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 53 0 0 0 0 0 0 0 1 0 0 0 0 1 
Cortinarius sp. 54 0 0 0 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 55 0 0 0 0 0 1 0 0 1 0 0 0 1 
Cortinarius sp. 56 0 0 1 1 0 0 0 0 0 0 1 1 3 
Cortinarius sp. 58 0 0 1 0 0 0 0 0 0 1 1 1 4 
Cortinarius sp. 59 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 60  1 0 0 0 0 0 0 0 0 0 0 0 1 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Cortinarius sp. 62 0 0 0 1 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 63   0 0 0 0 1 0 0 0 1 0 0 1 2 
Cortinarius sp. 64 0 0 0 0 0 0 0 0 0 0 1 1 2 
Cortinarius sp. 65 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 66 0 0 0 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 67 1 0 1 0 0 0 0 0 1 1 0 0 3 
Cortinarius sp. 68 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 69 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 70 1 0 1 0 0 0 0 0 1 1 0 0 4 
Cortinarius sp. 71 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 72  1 0 0 1 0 0 0 0 0 0 0 0 3 
Cortinarius sp. 73   0 0 0 0 0 0 0 0 1 1 0 0 1 
Cortinarius sp. 74   0 0 0 0 0 0 0 1 0 0 1 0 2 
Cortinarius sp. 78   0 0 0 0 0 0 1 0 0 0 0 0 2 
Dermocybe aff. 
globuliformis 0 0 1 0 0 0 0 0 1 0 1 1 3 
Dermocybe kula  0 0 0 0 0 0 0 0 0 0 1 1 2 
Dermocybe sp. 1 0 0 0 0 1 1 0 0 1 1 1 0 5 
Dermocybe sp. 2 0 0 0 0 0 0 0 0 1 0 0 0 1 
Dermocybe sp. 3 0 0 0 0 0 0 0 0 1 0 1 0 1 
Dermocybe sp. 4 0 0 0 0 1 0 1 1 0 0 1 1 5 
Dermocybe sp. 5 0 0 0 0 0 0 0 0 0 0 0 1 2 
Dermocybe sp. 6 0 0 0 0 0 0 0 0 1 0 1 0 1 
Dermocybe sp. 7 0 0 0 0 0 0 0 0 0 0 0 0 1 
Dermocybe sp. 8 0 0 0 0 0 0 0 0 0 1 0 0 1 
Descolea recedens 0 1 1 1 1 1 1 0 1 1 1 0 9 
Descomyces aff. albus   0 0 0 0 0 1 0 1 0 0 0 0 2 
Ectomycorrhizal sp. 1 0 0 0 0 0 0 0 0 0 0 1 0 1 
Ectomycorrhizal sp. 2 0 0 0 0 0 0 0 0 1 0 0 0 1 
Elaphomyces sp. 1 0 0 1 0 0 0 0 0 1 1 0 1 4 
Entoloma sp. 1  0 0 0 0 0 0 0 0 0 0 0 1 1 
Entoloma sp. 2  0 1 0 0 0 0 0 0 0 0 0 0 1 
Entoloma sp. 3 0 0 0 0 0 0 0 1 0 0 0 0 1 
Entomoataceae sp. 1 0 0 0 0 0 0 0 0 0 0 1 0 1 
Entolomataceae sp. 2 0 1 0 1 0 0 0 0 0 0 0 0 2 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Entolomataceae sp. 4 0 1 0 0 0 0 0 0 0 0 0 0 1 
Fungal sp. 1 0 0 0 0 1 0 0 0 0 0 0 0 1 
Fungal sp. 2   0 1 0 0 0 0 0 0 0 0 0 0 1 
Fungal sp. 3 0 0 1 1 0 0 1 0 1 1 0 0 5 
Fungal sp. 4  0 1 0 0 0 0 0 0 0 0 0 0 1 
Fungal sp. 5 0 0 0 0 0 0 0 0 0 0 0 1 1 
Fungal sp. 6 0 0 1 0 0 0 0 0 0 0 0 0 1 
Fungal sp. 7  0 0 0 0 0 0 0 0 1 0 0 0 1 
Helotiales sp. 1 1 1 1 1 1 1 0 0 1 0 1 0 8 
Helotiales sp. 2   0 0 0 0 1 0 0 0 0 1 0 0 2 
Helotiales sp. 3  0 0 0 0 0 0 0 0 0 0 1 0 1 
Helotiales sp. 4  0 0 0 1 0 0 0 0 0 0 0 0 1 
Helotiales sp. 5 0 0 0 0 0 0 0 0 0 1 0 0 1 
Helotiales sp. 7  0 0 0 0 0 0 0 0 0 1 0 0 1 
Helotiales sp. 8  0 0 0 1 0 0 0 0 0 0 0 0 1 
Helotiales sp. 9 0 0 0 1 0 0 0 0 0 0 0 0 1 
Helotiales sp. 10 0 1 0 0 0 0 0 0 0 0 0 0 1 
Helotiales sp. 11 0 0 0 0 0 1 0 0 0 0 0 0 1 
Hydnum sp. 1 0 0 0 0 0 0 0 0 1 0 0 0 1 
Hydnum umbilicatum 0 1 0 0 0 0 0 0 0 0 0 0 1 
Hysterangiales sp. 1 0 0 0 0 0 0 0 1 0 0 0 0 1 
Hysternagiales sp. 2 0 0 0 0 0 0 0 0 1 0 0 0 1 
Inocybaceae sp. 1 0 0 0 0 1 0 0 0 0 0 0 0 1 
Inocybe sp. 1 0 0 0 0 0 1 0 0 0 1 0 0 2 
Inocybe sp. 2 0 0 0 0 1 0 0 0 0 0 0 0 1 
Inocybe sp. 5 0 0 1 0 0 0 0 0 0 0 0 0 1 
Inocybe sp. 6 0 0 0 0 0 0 0 0 0 0 1 0 1 
Laccaria sp. 1 1 1 1 1 1 1 1 1 1 1 1 1 12 
Laccaria sp. 2 0 0 0 0 0 0 1 0 0 0 0 0 1 
Laccaria sp. 3  0 0 0 0 0 0 0 0 0 1 0 0 1 
Laccaria sp. 4 0 1 1 1 0 0 0 0 0 1 0 0 4 
Laccaria sp. 5 1 1 1 1 1 1 1 1 0 0 1 1 10 
Lactarius sp. 1 0 0 1 1 1 1 1 1 1 1 1 1 10 
Mucoromycete sp.1  1 0 0 0 0 0 0 0 0 0 0 0 1 
Lycoperdon sp. 1 0 0 0 0 1 0 0 0 0 0 0 0 1 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Peniophorella sp. 1 0 0 0 1 0 0 0 0 0 0 0 0 1 
Pezizales sp. 2 0 0 0 0 1 1 0 0 0 0 0 0 2 
Pezizales sp. 3 0 0 1 0 0 0 0 0 0 0 0 0 1 
Ramaria sp. 1 0 0 0 0 0 0 0 0 1 0 0 0 1 
Russula persanguinea 1 0 1 1 1 1 0 1 1 1 1 1 10 
Russula sp. 1 0 0 0 0 0 1 0 0 0 0 0 0 1 
Russula sp. 2 0 0 0 0 1 1 0 0 0 0 0 0 2 
Russula sp. 3 1 1 0 0 0 0 0 0 0 0 0 1 3 
Russula sp. 5   0 0 0 0 0 1 1 1 0 0 0 0 3 
Russula sp. 6 0 0 0 0 1 0 0 0 0 0 0 0 1 
Russula sp. 7 0 0 0 0 0 1 0 0 0 0 0 0 1 
Russula sp. 9 1 1 0 1 0 0 0 0 1 0 0 0 4 
Russula sp. 15 0 0 0 0 1 1 0 1 0 0 0 0 3 
Russula sp. 16 1 0 0 0 0 0 0 0 0 0 1 1 3 
Russula sp. 17 0 0 0 0 0 0 0 0 0 0 1 0 1 
Russula sp. 19 0 1 0 0 0 0 0 0 0 0 0 0 1 
Russulaceae sp. 1 0 0 0 0 1 1 0 1 0 0 0 0 3 
Russulaceae sp. 2 0 0 0 0 0 0 0 0 0 0 1 1 2 
Russulaceae sp. 3 0 0 0 1 1 0 0 0 0 0 0 0 2 
Russulaceae sp. 4 0 0 0 1 0 0 0 0 0 0 0 1 2 
Russulaceae sp. 8 0 0 0 0 1 0 0 0 0 0 0 0 1 
Russulaceae sp. 10 0 0 0 0 1 0 0 0 0 0 0 0 1 
Russulaceae sp. 11 0 0 0 0 1 0 0 0 0 0 0 0 1 
Russulaceae sp. 12 0 0 0 0 1 1 0 0 0 0 1 0 3 
Sebacina sp. 1 0 0 0 0 0 0 0 1 0 1 0 0 2 
Sebacina sp. 2 0 0 1 1 1 0 0 0 0 1 0 0 4 
Sebacina sp. 3 0 0 0 0 0 0 0 0 0 1 0 0 1 
Sebacinaceae sp. 1 0 0 0 0 0 0 0 1 0 0 0 0 1 
Setchelliogaster sp.  0 1 0 0 0 0 0 0 0 0 0 0 1 
Thelephoraceae sp. 1 0 0 1 0 0 0 0 0 0 0 0 0 1 
Thelephoraceae sp. 2 0 0 0 0 0 0 0 0 0 0 1 0 1 
Thelephoraceae sp. 4 0 0 0 0 0 0 0 0 0 0 1 0 1 
Thelephoraceae sp. 5 0 0 0 1 0 0 0 0 0 1 0 0 3 
Thelephoraceae sp. 6 0 1 0 1 1 0 0 0 0 0 0 1 4 
Thelephoraceae sp. 7 1 0 0 0 0 0 0 0 0 1 0 0 3 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Thelephoraceae sp. 9  0 0 0 0 1 0 0 0 1 0 0 0 1 
Thelephoraceae sp. 10  0 0 0 0 1 0 0 0 0 0 0 0 1 
Thelephoraceae sp. 11 0 0 0 0 0 0 0 0 1 1 0 0 1 
Thelephoraceae sp. 12 0 0 1 0 0 0 0 0 0 0 0 0 1 
Thelephoraceae sp. 13 0 0 0 0 0 0 0 0 0 0 0 1 1 
Tricholoma sp. 1 0 0 0 0 0 0 0 0 1 0 0 0 1 
Tricholoma sp. 2 0 0 0 0 0 0 0 0 0 0 0 0 1 
Tricholoma sp. 3 1 0 0 0 0 0 0 0 1 0 0 0 1 
Tricholoma sp. 5 0 0 0 0 0 0 0 0 0 0 1 0 2 
Tricholoma sp. 6   0 0 0 0 0 0 0 0 1 0 0 1 1 
Tricholoma sp. 7 0 0 0 0 0 0 0 0 0 0 1 1 2 
Tricholoma sp. 8  0 0 0 0 0 0 0 0 0 0 0 1 1 
Tricholoma sp. 9 0 1 0 0 0 0 0 0 0 0 0 0 1 
Tricholoma sp. 10 0 0 0 1 0 0 0 0 0 0 0 0 1 
Tubaria aff. serrulata 0 0 0 0 0 0 0 0 0 0 1 0 1 
Zelleromyces sp. 1 0 1 0 1 1 1 1 1 0 0 0 0 6 
Zelleromyces sp. 2 1 0 0 1 1 1 1 1 0 0 0 0 6 
Zelleromyces sp. 3   1 1 0 0 0 0 0 0 0 0 0 0 2 
ECM OTU richness  
per plot 




















plots 1 2 3 4 5 6 7 8 9 10 11 12 
Agaricales sp. 3 0 1 0 0 0 0 0 0 0 0 0 0 1 
Agaricales sp. 5 0 0 0 0 0 1 0 0 0 0 0 0 1 
Ascomycete sp. 1  1 0 0 0 0 0 1 0 1 0 0 0 3 
Ascomycete sp. 3  1 0 1 0 0 0 0 0 0 0 0 0 2 
Ascomycete sp. 6   0 0 0 0 0 0 0 0 0 0 0 1 1 
Ascomycete sp. 8 0 0 0 0 0 0 0 0 0 1 0 0 1 
Ascomycete sp. 10 0 0 0 0 0 0 0 0 0 0 1 0 1 
Ascomycete sp. 20 0 0 0 0 0 0 0 0 1 0 0 0 1 
Ascomycete sp. 21 0 0 0 0 0 0 0 0 0 0 0 1 1 
Ascomycete sp. 30 0 0 0 0 0 0 0 0 1 0 0 0 1 
Basidiomycete sp. 2 0 0 0 0 0 0 0 0 0 1 0 0 1 
Basidiomycete sp. 3 0 0 1 0 0 0 0 0 0 0 0 0 1 
Basidiomycete sp. 5 0 1 0 1 0 0 0 0 0 0 0 0 2 
Basidiomycete sp. 7 0 1 0 0 0 0 0 0 0 0 0 0 1 
Basidiomycete sp. 8  0 0 0 0 0 0 0 1 1 0 0 0 2 
Basidiomycete sp. 10 0 0 0 0 0 0 0 0 1 0 0 0 1 
Basidiomycete sp. 11 0 0 0 0 0 0 1 0 0 0 0 0 1 
Basidiomycete sp. 12 0 0 0 0 0 0 0 0 0 1 0 0 1 
Basidiomycete sp. 14 0 0 0 0 0 1 0 0 0 0 0 0 1 
Boletaceae sp. 6 0 0 1 0 0 0 0 0 0 0 0 0 1 
Cantharellales sp. 1 0 0 0 0 0 0 0 0 1 1 1 0 3 
Cenococcum geophilum 0 0 0 0 0 0 0 0 0 0 1 1 2 
Cortinariaceae sp. 2 0 0 1 0 0 0 0 0 0 0 0 0 1 
Cortinariaceae sp. 3 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius aff. cannarius 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius aff. 
rotundisporus 0 1 0 1 0 0 0 0 0 0 0 0 2 
Cortinarius aff. 
sclerophyllarum 0 0 1 0 0 0 0 0 0 0 0 0 1 
Cortinarius aff. 
tasmacamphoratus   0 0 0 0 0 0 0 0 0 1 0 0 1 
Cortinarius sp. 2 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 11  0 0 0 0 0 0 0 0 0 1 0 0 1 
Cortinarius sp. 12  0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 21 0 0 0 0 0 0 0 0 1 1 0 0 2 
Cortinarius sp. 27 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 28 0 0 0 0 0 1 0 0 0 0 0 0 1 
Cortinarius sp. 29  0 0 0 0 0 0 0 0 0 1 0 0 1 
Cortinarius sp. 40 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 41  0 0 0 0 0 0 0 0 0 0 0 1 1 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Cortinarius sp. 49 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 56 0 0 1 1 0 0 0 0 1 0 1 0 4 
Cortinarius sp. 58 0 0 1 0 0 0 0 0 0 1 1 0 3 
Cortinarius sp. 61  0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 63 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 64 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 67 1 0 0 0 0 0 0 0 0 1 0 0 2 
Cortinarius sp. 68 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 70 0 0 0 0 0 0 0 0 0 1 0 0 1 
Cortinarius sp. 71 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 72 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 73 0 0 0 0 0 0 0 0 0 1 0 0 1 
Cortinarius sp. 74   0 0 0 0 0 0 0 1 0 0 0 0 1 
Dermocybe sp. 1 0 0 0 0 0 0 0 0 0 1 0 0 1 
Dermocybe sp. 8 0 0 0 0 0 0 0 0 0 1 0 0 1 
Descolea aff. recedens 0 1 1 1 1 1 1 0 1 1 1 0 9 
Descomyces aff. albus 0 0 0 0 0 1 0 0 0 0 0 0 1 
Ectomycorrhizal sp. 1 0 0 0 0 0 0 0 0 0 0 1 0 1 
Ectomycorrhizal sp. 2 0 0 0 0 0 0 0 0 1 0 0 0 1 
Elaphomyces sp. 1 0 0 0 0 0 0 0 0 0 1 0 1 2 
Entolomataceae sp. 2 0 1 0 0 0 0 0 0 0 0 0 0 1 
Entolomataceae sp. 3 1 0 0 0 0 1 0 0 0 0 0 1 3 
Entolomataceae sp. 4 0 1 0 0 0 0 0 0 0 0 0 0 1 
Fungal sp. 1 0 0 0 0 1 0 0 0 0 0 0 0 1 
Fungal sp. 2 0 1 0 0 0 0 0 0 0 0 0 0 1 
Fungal sp. 3 0 0 1 1 0 0 0 0 1 1 0 0 4 
Fungal sp. 4 0 1 0 0 0 0 0 0 0 0 0 0 1 
Fungal sp. 5 0 0 0 0 0 0 0 0 0 0 0 1 1 
Fungal sp. 6 0 0 1 0 0 0 0 0 0 0 0 0 1 
Fungal sp. 7 0 0 0 0 0 0 0 0 1 0 0 0 1 
Helotiales sp. 1 1 1 1 1 1 1 0 0 1 0 1 0 8 
Helotiales sp. 2 0 0 0 0 1 0 0 0 0 1 0 0 2 
Helotiales sp. 3  0 0 0 0 0 0 0 0 0 0 1 0 1 
Helotiales sp. 4 0 0 0 1 0 0 0 0 0 0 0 0 1 
Helotiales sp. 5 0 0 0 0 0 0 0 0 0 1 0 0 1 
Helotiales sp. 7 0 0 0 0 0 0 0 0 0 1 0 0 1 
Helotiales sp. 8 0 0 0 1 0 0 0 0 0 0 0 0 1 
Helotiales sp. 9 0 0 0 1 0 0 0 0 0 0 0 0 1 
Helotiales sp. 10 0 1 0 0 0 0 0 0 0 0 0 0 1 
Helotiales sp. 11 0 0 0 0 0 1 0 0 0 0 0 0 1 
Inocybe sp. 1 0 0 0 0 0 1 0 0 0 1 0 0 2 
Inocybe sp. 2  0 0 0 0 1 0 0 0 0 0 0 0 1 
Laccaria sp. 1 0 1 0 1 1 1 1 1 0 1 1 0 8 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Laccaria sp. 3  0 0 0 0 0 0 0 0 0 1 0 0 1 
Laccaria sp. 4 0 0 0 0 0 0 0 0 0 1 0 0 1 
Laccaria sp. 5 0 1 1 0 0 0 1 0 0 0 0 1 4 
Lactarius sp. 1 0 0 1 1 1 0 1 0 1 0 1 0 6 
Mucoromycete sp.1 1 0 0 0 0 0 0 0 0 0 0 0 1 
Oidiodendron sp. 1 0 0 0 0 0 0 0 0 0 0 0 1 1 
Pezizales sp. 3 0 0 1 0 0 0 0 0 0 0 0 0 1 
Ramaria sp. 1 0 0 0 0 0 0 0 0 1 0 0 0 1 
Russula persanguinea 1 0 1 1 0 1 0 1 1 1 1 1 9 
Russula sp. 2 0 0 0 0 1 1 0 0 0 0 0 0 2 
Russula sp. 5  0 0 0 0 0 0 1 1 0 0 0 0 2 
Russula sp. 6 0 0 0 0 1 0 0 0 0 0 0 0 1 
Russula sp. 7 0 0 0 0 0 1 0 0 0 0 0 0 1 
Russula sp. 9 0 0 0 0 0 0 0 0 1 0 0 0 1 
Russula sp. 16 0 0 0 0 0 0 0 0 0 0 0 1 1 
Russula sp. 17 0 0 0 0 0 0 0 0 0 0 1 0 1 
Russulaceae sp. 1 0 0 0 0 1 0 0 0 0 0 0 0 1 
Russulaceae sp. 4 0 0 0 1 0 0 0 0 0 0 0 0 1 
Sebacina sp. 1 0 0 0 0 0 0 0 1 0 0 0 0 1 
Sebacina sp. 2 0 0 1 1 1 0 0 0 0 1 0 0 4 
Sebacina sp. 3 0 0 0 0 0 0 0 0 0 1 0 0 1 
Sebacinaceae sp. 1  0 0 0 0 0 0 0 1 0 0 0 0 1 
Thelephoraceae sp. 1 0 0 1 0 0 0 0 0 0 0 0 0 1 
Thelephoraceae sp. 2  0 0 0 0 0 0 0 0 0 0 1 0 1 
Thelephoraceae sp. 4 0 0 0 0 0 0 0 0 0 0 1 0 1 
Thelephoraceae sp. 5 0 0 0 1 0 0 0 0 1 1 0 0 3 
Thelephoraceae sp. 6 0 1 0 1 1 0 0 0 0 0 0 1 4 
Thelephoraceae sp. 7 1 0 0 0 0 0 0 0 1 1 0 0 3 
Thelephoraceae sp. 8 1 0 0 1 0 0 0 0 0 0 0 0 2 
Thelephoraceae sp. 9 0 0 0 0 1 0 0 0 0 0 0 0 1 
Thelephoraceae sp. 10  0 0 0 0 1 0 0 0 0 0 0 0 1 
Thelephoraceae sp. 11 0 0 0 0 0 0 0 0 0 1 0 0 1 
Thelephoraceae sp. 12 0 0 1 0 0 0 0 0 0 0 0 0 1 
Thelephoraceae sp. 13 0 0 0 0 0 0 0 0 0 0 0 1 1 
Tricholoma sp. 7 0 0 0 0 0 0 0 0 0 0 1 1 2 
Tricholoma sp. 9 0 1 0 0 0 0 0 0 0 0 0 0 1 
Zelleromyces sp.  3  1 0 0 0 0 0 0 0 0 0 0 0 1 
Zelleromyces sp. 1 0 0 0 0 1 1 1 0 0 0 0 0 3 
ECM root tip richness per 













plots 1 2 3 4 5 6 7 8 9 10 11 12 
Agaricales sp. 1 0 0 0 0 0 0 0 0 0 0 1 0 1 
Agaricales sp. 2 1 0 0 1 0 0 0 0 0 0 0 0 2 
Agaricales sp. 4 0 1 0 0 0 0 0 0 0 0 0 0 1 
Alnicola sp. 1 0 0 0 0 0 0 0 0 0 0 0 1 1 
Amanita sp. 1 0 0 1 0 0 0 0 0 0 0 0 0 1 
Amanita sp. 2 0 0 0 1 0 0 0 0 0 0 0 0 1 
Amanita sp. 3 1 0 1 1 0 0 0 0 1 0 0 0 4 
Amanita sp. 4 0 0 0 0 0 0 0 0 0 0 1 0 1 
Amanita sp. 5 0 0 0 1 0 0 0 0 0 0 0 0 1 
Arcangeliella sp. 1 0 0 0 1 1 0 0 0 0 0 0 1 3 
Artomyces sp. 1  1 1 0 1 0 1 1 0 0 1 1 1 8 
Artomyces sp. 2 0 0 0 0 0 0 0 0 1 0 0 0 1 
Ascocoryne sp. 1 0 0 0 0 0 0 0 0 0 1 0 0 1 
Ascomycete sp. 2 1 0 0 0 0 0 0 1 1 0 0 0 3 
Ascomycete sp. 9 0 0 1 0 1 1 1 0 0 0 0 0 4 
Basidiomycete sp. 1 0 0 0 0 0 0 1 0 0 0 0 0 1 
Basidiomycete sp. 6 0 0 0 0 0 0 1 0 0 0 0 0 1 
Boletaceae sp. 2 0 1 1 0 0 1 0 0 0 0 0 0 3 
Boletaceae sp. 3 1 1 0 0 0 0 0 0 0 0 0 0 2 
Boletaceae sp. 4  0 0 0 1 0 0 0 0 0 0 0 0 1 
Boletaceae sp. 5 0 0 0 1 0 0 0 0 0 0 0 0 1 
Boletaceae sp. 6  0 0 1 1 0 0 0 0 1 0 0 1 4 
Clavariaceae sp. 1 0 0 0 0 0 0 0 1 0 0 0 0 1 
Clavariaceae sp. 2 0 0 0 0 0 0 0 1 0 0 0 0 1 
Clavariaceae sp. 3 0 0 0 0 0 0 0 1 0 0 0 0 1 
Clavariaceae sp. 4 0 0 0 0 0 0 0 1 0 0 0 0 1 
Clavariaceae sp. 5 0 0 0 0 0 0 0 0 0 0 1 0 1 
Clavulina sp. 1 1 1 0 0 0 0 0 0 0 0 0 0 2 
Clavulina sp. 3 0 0 0 1 0 0 0 0 0 0 1 0 2 
Clavulina sp. 4 0 0 0 0 0 1 0 0 0 0 0 0 1 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Clavulina sp. 6 0 0 1 0 0 0 0 0 0 0 0 0 1 
Clavulina sp. 7 0 0 0 0 0 1 0 1 0 0 0 0 2 
Cortinariaceae sp. 1 0 0 0 0 0 1 0 0 0 0 0 0 1 
Cortinariaceae sp. 2 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinariaceae sp. 5  0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinariaceae sp. 6 0 0 0 0 1 0 0 0 0 0 0 0 1 
Cortinariaceae sp. 7 0 0 0 0 0 0 0 0 0 1 0 0 1 
Cortinariaceae sp. 8 1 0 0 1 0 0 0 0 1 0 0 0 3 
Cortinariaceae sp. 10 0 0 0 0 0 1 1 0 1 0 0 0 3 
Cortinariaceae sp. 13 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinariaceae sp. 14 0 0 1 0 0 0 0 0 1 0 0 0 2 
Cortinariaceae sp. 16 0 0 0 0 0 0 1 0 0 0 0 0 1 
Cortinariaceae sp. 53 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius aff. ardesiacus 0 0 0 0 0 0 0 0 0 1 1 0 2 
Cortinarius aff. australis 0 1 0 0 0 0 0 1 1 1 0 1 5 
Cortinarius aff. cannarius 0 0 0 0 0 0 0 0 0 0 1 1 2 
Cortinarius aff. fragilis 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius aff. infractus  0 0 0 0 0 0 0 0 1 0 1 0 2 
Cortinarius aff. persicanus 0 0 0 0 0 0 1 1 0 0 0 0 2 
Cortinarius aff. 
rotundisporus  0 1 1 1 0 0 0 0 1 1 1 1 7 
Cortinarius aff. 
sclerophyllarum 1 1 0 1 0 0 0 0 0 1 0 0 4 
Cortinarius aff. 
submagellanicus 0 0 0 1 1 0 1 0 0 1 1 1 6 
Cortinarius aff. 
tasmacamphoratus 1 0 1 1 0 0 0 0 1 0 0 0 4 
Cortinarius aff. walkeri 0 0 0 0 1 1 0 0 0 0 0 1 3 
Cortinarius sp. 1 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 3 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 4 0 0 0 0 0 1 0 1 0 0 0 0 2 
Cortinarius sp. 5 0 0 0 0 0 0 0 0 0 0 1 1 2 
Cortinarius sp. 6  0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 7 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 8 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 9 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 10 0 0 0 0 0 0 0 0 0 0 1 0 1 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Cortinarius sp. 13 0 0 0 0 0 0 0 0 0 0 1 1 2 
Cortinarius sp. 14 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 15 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 16 1 0 0 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 17 0 0 1 1 0 0 0 0 0 0 0 0 2 
Cortinarius sp. 19 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 20 0 0 0 0 0 0 1 0 0 0 0 0 1 
Cortinarius sp. 22 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 24 0 0 0 0 0 0 0 1 0 0 0 0 1 
Cortinarius sp. 25 0 0 0 0 1 0 0 0 0 0 0 0 1 
Cortinarius sp. 26 0 0 0 0 0 0 0 1 0 0 0 0 1 
Cortinarius sp. 30 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 31 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 32 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 33 0 0 0 1 0 0 0 0 0 1 0 0 2 
Cortinarius sp. 34 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 35 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 36 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 37 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 38 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 39 0 0 0 0 0 0 0 0 0 1 0 0 1 
Cortinarius sp. 40 0 0 1 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 41    1 0 0 0 0 0 0 0 0 0 0 1 2 
Cortinarius sp. 43 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 44 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 45 0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 46 1 0 0 1 0 0 0 0 0 0 0 1 3 
Cortinarius sp. 48 0 0 0 0 0 0 0 0 0 1 0 0 1 
Cortinarius sp. 50 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 51. 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 52 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 53 0 0 0 0 0 0 0 1 0 0 0 0 1 
Cortinarius sp. 54 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 55 0 0 0 0 0 1 0 0 0 0 0 0 1 
Cortinarius sp. 56 0 0 1 0 0 0 0 0 1 0 0 1 3 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Cortinarius sp. 59 0 0 0 0 0 0 0 0 0 0 0 1 1 
Cortinarius sp. 60 1 0 0 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 62  0 0 0 1 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 63 0 0 0 0 1 0 0 0 0 0 0 1 2 
Cortinarius sp. 64 0 0 0 0 0 0 0 0 0 0 1 1 2 
Cortinarius sp. 65 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 66 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 67 0 0 1 0 0 0 0 0 0 0 0 0 1 
Cortinarius sp. 68 0 0 0 0 0 0 0 0 1 0 0 0 1 
Cortinarius sp. 69 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 70 1 0 1 0 0 0 0 0 1 0 0 0 3 
Cortinarius sp. 72     1 0 0 1 0 0 0 0 1 0 0 0 3 
Cortinarius sp. 74 0 0 0 0 0 0 0 0 0 0 1 0 1 
Cortinarius sp. 78 0 0 0 0 0 0 1 0 1 0 0 0 2 
Dermocybe sp. 5 0 0 0 0 0 0 0 0 1 0 0 1 2 
Dermocybe aff. globuliformis 0 0 1 0 0 0 0 0 0 0 1 1 3 
Dermocybe kula 0 0 0 0 0 0 0 0 0 0 1 1 2 
Dermocybe sp. 1 0 0 0 0 1 1 0 0 0 0 1 0 3 
Dermocybe sp. 2 0 0 0 0 0 0 0 0 1 0 0 0 1 
Dermocybe sp. 3 0 0 0 0 0 0 0 0 0 0 1 0 1 
Dermocybe sp. 4 0 0 0 0 1 0 0 1 0 0 1 1 4 
Dermocybe sp. 6 0 0 0 0 0 0 0 0 0 0 1 0 1 
Dermocybe sp. 7 0 0 0 0 0 0 0 0 1 0 0 0 1 
Descolea aff. recedens 0 0 0 0 0 0 0 0 1 0 0 0 1 
Descomyces aff. albus 0 0 0 0 0 1 0 1 0 0 0 0 2 
Elaphomyces sp. 1 0 0 1 0 0 0 0 0 1 0 0 0 2 
Entoloma sp. 1 0 0 0 0 0 0 0 0 0 0 0 1 1 
Entoloma sp. 2 0 1 0 0 0 0 0 0 0 0 0 0 1 
Entoloma sp. 3   0 0 0 0 0 0 0 1 0 0 0 0 1 
Entolomataceae sp. 1 0 0 0 0 0 0 0 0 0 0 1 0 1 
Entolomataceae sp. 2 0 0 0 1 0 0 0 0 0 0 0 0 1 
Fungal sp. 3   0 0 0 1 0 0 1 0 0 0 0 0 2 
Hydnum sp. 1   0 0 0 0 0 0 0 0 1 0 0 0 1 
Hydnum umbilicatum 0 1 0 0 0 0 0 0 0 0 0 0 1 
Hysterangiales sp. 1 0 0 0 0 0 0 0 1 0 0 0 0 1 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Inocybaceae sp. 1 0 0 0 0 1 0 0 0 0 0 0 0 1 
Inocybe sp. 5 0 0 1 0 0 0 0 0 0 0 0 0 1 
Inocybe sp. 6 0 0 0 0 0 0 0 0 0 0 1 0 1 
Laccaria sp. 1 1 1 1 1 0 1 1 0 1 0 1 1 9 
Laccaria sp. 3 0 1 1 1 0 0 0 0 0 1 0 0 4 
Laccaria sp. 5 1 0 0 1 1 1 1 1 0 0 1 0 7 
Lactarius sp. 1 0 0 1 1 1 1 1 1 1 1 1 1 10 
Lycoperdon sp. 1  0 0 0 0 1 0 0 0 0 0 0 0 1 
Peniophorella sp. 1 0 0 0 1 0 0 0 0 0 0 0 0 1 
Pezizales sp. 1 0 1 0 0 0 1 0 0 0 0 0 0 2 
Pezizales sp. 2 0 0 0 0 1 1 0 0 0 0 0 0 2 
Russula  persanguinea 1 0 1 1 1 1 0 0 1 0 1 1 8 
Russula sp. 1 0 0 0 0 0 1 0 0 0 0 0 0 1 
Russula sp. 3    1 1 0 0 0 0 0 0 0 0 0 1 3 
Russula sp. 5 0 0 0 0 0 1 0 0 0 0 0 0 1 
Russula sp. 9 1 1 0 1 0 0 0 0 0 0 0 0 3 
Russula sp. 15 0 0 0 0 1 1 0 1 0 0 0 0 3 
Russula sp. 16 1 0 0 0 0 0 0 0 0 0 1 0 2 
Russula sp. 17 0 0 0 0 0 0 0 0 0 0 1 0 1 
Russula sp. 19 0 1 0 0 0 0 0 0 0 0 0 0 1 
Russulaceae sp. 1 0 0 0 0 1 1 0 1 0 0 0 0 3 
Russulaceae sp. 2 0 0 0 0 0 0 0 0 0 0 1 1 2 
Russulaceae sp. 3 0 0 0 1 1 0 0 0 0 0 0 0 2 
Russulaceae sp. 4 0 0 0 1 0 0 0 0 0 0 0 1 2 
Russulaceae sp. 8 0 0 0 0 1 0 0 0 0 0 0 0 1 
Russulaceae sp. 10 0 0 0 0 1 0 0 0 0 0 0 0 1 
Russulaceae sp. 11 0 0 0 0 1 0 0 0 0 0 0 0 1 
Russulaceae sp. 12 0 0 0 0 1 1 0 0 0 0 1 0 3 
Setchelliogaster sp. 1 0 1 0 0 0 0 0 0 0 0 0 0 1 
Tricholoma sp. 1 0 0 0 0 0 0 0 0 1 0 0 0 1 
Tricholoma sp. 2 0 0 0 0 0 0 0 0 1 0 0 0 1 
Tricholoma sp. 3 1 0 0 0 0 0 0 0 0 0 0 0 1 
Tricholoma sp. 5 0 0 0 0 0 0 0 0 1 0 1 0 2 
Tricholoma sp. 6   0 0 0 0 0 0 0 0 0 0 0 1 1 
Tricholoma sp. 8 0 0 0 0 0 0 0 0 0 0 0 1 1 








plots 1 2 3 4 5 6 7 8 9 10 11 12 
Tubaria aff. serrulata 0 0 0 0 0 0 0 0 0 0 1 0 1 
Zelleromyces sp. 1 0 1 0 1 1 1 1 1 0 0 0 0 6 
Zelleromyces sp. 2 1 0 0 1 1 1 1 1 0 0 0 0 6 
Zelleromyces sp. 3 1 1 0 0 0 0 0 0 0 0 0 0 2 
ECM sporocarp richness per 
plot 24 19 22 40 24 25 16 22 43 15 41 38   
 530      
 
 
Appendix 27 Matrix of ectomycorrhizal community proportional composition showing the percentage of species from each family 
within each plot. 
Family 
Plot 
1 2 3 4 5 6 7 8 9 10 11 12 
Amanitaceae 3.13 0.00 5.71 5.66 0.00 0.00 0.00 0.00 1.61 0.00 1.75 0.00 
Amylostereaceae 3.13 3.13 0.00 1.89 0.00 3.03 4.55 0.00 1.61 2.27 1.75 1.96 
Bolbitiaceae 0.00 3.13 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.96 
Boletaceae 3.13 6.25 5.71 5.66 2.63 0.00 0.00 0.00 1.61 0.00 0.00 1.96 
Clavariaceae 0.00 0.00 0.00 0.00 0.00 3.03 0.00 13.79 0.00 0.00 1.75 0.00 
Clavulinaceae 3.13 3.13 5.71 3.77 0.00 3.03 0.00 3.45 0.00 0.00 1.75 0.00 
Corticiaceae 0.00 0.00 0.00 1.89 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 
Cortinariaceae 31.25 12.50 34.29 35.85 21.05 27.27 36.36 31.03 54.84 47.73 54.39 50.98 
Elaphomycetaceae 0.00 0.00 2.86 0.00 0.00 0.00 0.00 0.00 1.61 2.27 0.00 1.96 
Entolomataceae 3.13 9.38 0.00 1.89 0.00 3.03 0.00 3.45 0.00 0.00 1.75 3.92 
Gomphaceae 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.61 0.00 0.00 0.00 
Helotiaceae 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 2.27 0.00 0.00 
Hydnaceae 0.00 3.13 0.00 0.00 0.00 0.00 0.00 0.00 1.61 0.00 0.00 0.00 
Hydnangiaceae 6.25 9.38 8.57 5.66 5.26 6.06 13.64 6.90 1.61 6.82 3.51 3.92 
Inocybaceae 0.00 0.00 2.86 0.00 5.26 3.03 0.00 0.00 0.00 2.27 3.51 0.00 
Lycoperdaceae 0.00 0.00 0.00 0.00 2.63 0.00 0.00 0.00 0.00 0.00 0.00 0.00 
Russulaceae 18.75 15.63 5.71 15.09 36.84 33.33 18.18 24.14 4.84 4.55 10.53 13.73 
Sebacinaceae 0.00 0.00 2.86 1.89 2.63 0.00 0.00 6.90 0.00 6.82 0.00 0.00 
Thelephoraceae 6.25 3.13 5.71 5.66 7.89 0.00 0.00 0.00 3.23 6.82 3.51 3.92 
Tricholomataceae 3.13 3.13 0.00 1.89 0.00 0.00 0.00 0.00 4.84 0.00 3.51 5.88 
Unknown family 18.75 28.13 20.00 13.21 15.79 18.18 27.27 10.34 20.97 18.18 12.28 9.80 



















Appendix 28 Bray-Curtis similarity matrices showing similarity in ECM fungal 
OTU composition for each of the study plots (excluding singletons). 
A28.1 Similarity matrix for the combined data set. 
  
Plot 
1 2 3 4 5 6 7 8 9 10 11 12 
Plot 
1                         
2 40.82                       
3 36.36 33.33                     
4 46.15 44.83 53.13                   
5 18.87 30.43 38.46 38.71                 
6 27.45 31.82 28 30 58.33               
7 22.73 27.03 32.56 30.19 43.9 51.28             
8 21.28 20 21.74 21.43 40.91 57.14 45.71           
9 38.71 25.45 49.18 45.07 16.95 21.05 28 22.64         
10 28.57 28.57 50.91 43.08 30.19 23.53 27.27 21.28 48.39       
11 24.14 23.53 31.58 29.85 36.36 30.19 30.43 24.49 31.25 37.93     
12 29.51 25.93 30 34.29 34.48 21.43 24.49 23.08 26.87 29.51 63.49   
 
 
A28.2 Similarity matrix for the root tip data. 
  
Plot 
1 2 3 4 5 6 7 8 9 10 11 12 
Plot 
1                         
2 13.33                       
3 33.33 35.29                     
4 28.57 60.00 60.87                   
5 11.76 50.00 42.11 54.55                 
6 37.5 40.00 33.33 38.1 58.82               
7 13.33 42.86 35.29 30 50 40             
8 16.67 18.18 14.29 23.53 15.38 33.33 36.36           
9 38.1 20.00 52.17 53.85 27.27 28.57 30 23.53         
10 28.57 20.00 34.78 46.15 36.36 38.1 20 23.53 53.85       
11 22.22 35.29 50.00 43.48 42.11 44.44 35.29 28.57 52.17 34.78     














1                         
2 45.71                       
3 26.32 25.81                     
4 54.17 34.15 45.45                   
5 15.79 6.45 23.53 31.82                 
6 25.64 31.25 28.57 31.11 57.14               
7 23.53 22.22 26.67 35.00 46.67 51.61             
8 17.65 14.81 13.33 20.00 46.67 58.06 46.16           
9 38.10 17.14 57.89 37.50 10.53 20.51 23.53 17.65         
10 12.90 41.67 22.22 32.43 14.81 14.29 26.09 17.39 25.81       
11 23.81 17.14 26.32 29.17 36.84 30.77 35.29 17.65 28.57 32.26     





Appendix 29 Bray-Curtis similarity matrix showing similarity in relative 








1                         
2 69.40                       
3 72.31 51.02                     
4 86.53 64.06 81.9                   
5 65.2 50.16 55.85 60.33                 
6 75.01 56.31 55.54 65.04 75.51               
7 76.37 56.19 63.61 73.33 56.7 70.58             
8 72.88 51.5 58.89 66.88 61.06 77.63 69.11           
9 61.00 39.8 61.38 63.02 39.63 43.93 58.54 44.44         
10 62.01 38.08 72.64 65.83 51.3 51.85 64.7 57.41 75.03       
11 69.74 47.67 63.66 71.39 48.99 60.57 65.01 56.74 84.93 74.70     




Appendix 30 Supplementary Analyses of Variance for Chapter 5. 
A30.1 One-way ANOVA results for differences in soil and foliage variables among four groups based on 
health status and understorey type.  
Dash indicates a post-hoc (Tukey’s test) analysis was not required. Where RF = rainforest, SC = 
sclerophyll, sd = severe decline and md = moderate decline. Applying the Bonferroni correction variables 
are significant for p ≤ 0.0036. 
Variable Media
n 
F1,8 P-value Significant group difference 
(Tukey’s) 




 (mg/kg) 1.02 1.34 0.33  
soil NH4
+
 (mg/kg) 4.44 0.23 0.87  
total soil N (%) 0.61 3.9 0.05  
total soil P (mg/kg) 6.09 1.46 0.30  
Soil N:P 1.09 12.37 0.002 RFsd - SCmd         RFsd - SCsd        
 
soil organic C (%) 2.21 0.92 0.47  
soil C: N 2.41 2.45 0.14  
foliage N (%) 0.87 1.14 0.39  
foliage P (%) 0.14 3.84 0.06  








(mg/L) 4.37 2.88 0.10  





A30.2 One-way ANOVA results testing for differences in soil and foliage variables between understorey 
type. Significant values are in bold. Applying the Bonferroni correction variables are significant for p ≤ 
0.0036. 
Variable Rainforest (mean) Sclerophyll (mean) F1,10 P-value 
pH 










95.00 96.33 0.003 0.96 
total soil N (%) 
1.17 0.60 11.83 0.006 
total soil P 
(mg/kg) 
377.50 568.17 4.76 0.05 
Soil N:P 
1.56 2.79 4.23 0.07 
soil organic C 
(%) 
8.38 8.31 0.002 0.96 
soil C: N 
11.39 11.14 0.006 0.94 
foliage N (%) 
1.35 1.42 0.57 0.47 
foliage P (%) 
0.09 0.20 13.41 0.004 
foliage N:P 










389.44 84.31 0.10 4.97 
available P 
(ppm) 










A30.3 One-way ANOVA results testing for differences in soil and foliage variables between understorey 
type within the north-east. Significant values (p < 0.05) are in bold. Applying the Bonferroni correction 
variables are significant for p ≤ 0.0036. 
Variable Rainforest (mean) Sclerophyll (mean) F1,6 P-value 
pH 










101.75 89 0.16 0.7 
total soil N (%) 
1 0.54 9.57 0.02 
total soil P 
(mg/kg) 
326 666.75 18.58 0.005 
Soil N:P 
3.23 0.81 54.54 0.0003 
soil organic C 
(%) 
10 7.9 3.39 0.12 
soil C: N 
10.66 4.9 1.89 0.22 
foliage N (%) 
1.47 1.41 1.42 0.28 
foliage P (%) 
0.09 0.24 26.36 0.002 
foliage N:P 










541.81 125.09 3.7 0.1 
available P 
(ppm) 












A30.3 One-way ANOVA results testing for differences in soil and foliage variables between region. 
Significant values (p < 0.05) are in bold. Applying the Bonferroni correction variables are significant for p 
≤ 0.0036. 
Variable North-east (mean) North-west (mean) F1,10 P-value 
pH 4.8 4 7.83 0.02 
soil NO3
-
 3.6 1.5 0.43 0.53 
soil NH4
+
 95.38 96.25 0.001 0.97 
total soil N (%) 0.78 1.1 1.75 0.21 
total soil P 496.38 425.75 0.41 0.54 
soil N:P 2.02 2.48 0.39 0.55 
soil organic C 8.97 7.09 2.32 0.16 
soil C:N 12.78 8.24 2.32 0.16 
foliage N  1.44 1.27 3.93 0.08 
foliage P 0.16 0.12 0.98 0.35 
foliage N:P 11.48 11.14 0.01 0.91 
available NH4
+
 993.93 393.09 1.29 0.28 
available NO3
-
 333.45 43.73 2.41 0.15 
available P  6.1 3.1 0.67 0.43 
 
